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>1 P_AAB53075 Human angiogenesis-associated protein PR0211, SEQ ID NO: 57 - Homo 
sapiens. (353 aa) [1 seg] 
Score = 2005 (776 bits), Expect =0.0 

Identities = 353/353 (100%), Positives = 353/353 (100%), at 1,1-353,353 

DNA322 92 . nc 1 MRLPRRAALGLLPLLLLLPPAPEAAKKPTPCHRCRGLVDKFNQGMVDTAKKNFGGGNTAW 

P_AAB5307 5 1 MRLPRRAALGLLPLLLLLPPAPEAAKKPTPCHRCRGLVDKFNQGMVDTAKKNFGGGNTAW 

DNA322 92.nc 61 EEKTLSKYESSEIRLLEILEGLCESSDFECNQMLEAQEEHLEAWWLQLKSEYPDLFEWFC 
********* +*******************^ 

P_AAB53075 61 EEKTLSKYESSEIRLLEILEGLCESSDFECNQMLEAQEEHLEAWWLQLKSEYPDLFEWFC 

DNA32292 . nc 121 VKTLKVCCSPGTYGPDCLACQGGSQRPCSGNGHCSGDGSRQGDGSCRCHMGYQGPLCTDC 

P_AAB5307 5 121 VKTLKVCCSPGTYGPDCLACQGGSQRPCSGNGHCSGDGSRQGDGSCRCHMGYQGPLCTDC 

DNA32292 . nc 181 MDGYFSSLRNETHSICTACDESCKTCSGLTNRDCGECEVGWVLDEGACVDVDECAAEPPP 

P_AAB5307 5 181 MDGYFSSLRNETHSICTACDESCKTCSGLTNRDCGECEVGWVLDEGACVDVDECAAEPPP 

DNA32292 . nc 241 CSAAQFCKNANGSYTCEECDSSCVGCTGEGPGNCKECISGYAREHGQCADVDECSLAEKT 
+++*+++++*********+************+++++*+***+^ 

P_AAB53075 241 CSAAQFCKNANGSYTCEECDSSCVGCTGEGPGNCKECISGYAREHGQCADVDECSLAEKT 

DNA32292 . nc 301 CVRKNENCYNTPGSYVCVCPDGFEETEDACVPPAEAEATEGESPTQLPSREDL 
*+++*********+++++*****+*+++++++++++^ 

P_AAB5307 5 301 CVRKNENCYNTPGSYVCVCPDGFEETEDACVPPAEAEATEGESPTQLPSREDL 

>2 P_AAB61231 Human TANGO 331 protein - Homo sapiens. (353 aa) [1 seg] 
Score = 2005 (776 bits), Expect = 0.0 

Identities - 353/353 (100%), Positives = 353/353 (100%), at 1,1-353,353 



DNA32292 . nc 1 MRLPRRAALGLLPLLLLLPPAPEAAKKPTPCHRCRGLVDKFNQGMVDTAKKNFGGGNTAW 



P_AAB61231 1 MRLPRRAALGLLPLLLLLPPAPEAAKKPTPCHRCRGLVDKFNQGMVDTAKKNFGGGNTAW 

DNA32292 . nc 61 EEKTLSKYESSEIRLLEILEGLCESSDFECNQMLEAQEEHLEAWWLQLKSEYPDLFEWFC 

P_AAB61231 61 EEKTLSKYESSEIRLLEILEGLCESSDFECNQMLEAQEEHLEAWWLQLKSEYPDLFEWFC 

DNA32292 . nc 121 VKTLKVCCSPGTYGPDCLACQGGSQRPCSGNGHCSGDGSRQGDGSCRCHMGYQGPLCTDC 

P_AAB61231 121 VKTLKVCCSPGTYGPDCLACQGGSQRPCSGNGHCSGDGSRQGDGSCRCHMGYQGPLCTDC 

DNA32292 .nc 181 MDGYFSSLRNETHSICTACDESCKTCSGLTNRDCGECEVGWVLDEGACVDVDECAAEPPP 

P_AAB61231 181 MDGYFSSLRNETHSICTACDESCKTCSGLTNRDCGECEVGWVLDEGACVDVDECAAEPPP 

DNA32292.nc 241 CSAAQFCKNANGSYTCEECDSSCVGCTGEGPGNCKECISGYAREHGQCADVDECSLAEKT 

P_AAB61231 24 1 CSAAQFCKNANGSYTCEECDSSCVGCTGEGPGNCKECISGYAREHGQCADVDECSLAEKT 

DNA32292.nc 301 CVRKNENCYNTPGSYVCVCPDGFEETEDACVPPAEAEATEGESPTQLPSREDL 

P_AAB61231 301 CVRKNENCYNTPGSYVCVCPDGFEETEDACVPPAEAEATEGESPTQLPSREDL 

>3 P__AAB80212 Human PR0211 protein - Homo sapiens. (353 aa) [1 seg] 
Score = 2005 (776 bits), Expect - 0.0 

Identities = 353/353 (100%), Positives = 353/353 (100%), at 1,1-353,353 
DNA32292 . nc 1 MRLPRRAALGLLPLLLLLPPAPEAAKKPTPCHRCRGLVDKFNQGMVDTAKKNFGGGNTAW 

P_AAB80212 1 MRLPRRAALGLLPLLLLLPPAPEAAKKPTPCHRCRGLVDKFNQGiyfVDTAKKNFGGGNTAW 

DNA32292 . nc 61 EEKTLSKYESSEIRLLEILEGLCESSDFECNQMLEAQEEHLEAWWLQLKSEYPDLFEWFC 

P_AAB80212 61 EEKTLSKYESSEIRLLEILEGLCESSDFECNQMLEAQEEHLEAWWLQLKSEYPDLFEWFC 
DNA32292 .nc 121 VKTLKVCCSPGTYGPDCLACQGGSQRPCSGNGHCSGDGSRQGDGSCRCHMGYQGPLCTDC 

P_AAB80212 121 VKTLKVCCSPGTYGPDCLACQGGSQRPCSGNGHCSGDGSRQGDGSCRCHMGYQGPLCTDC 
DNA32292 . nc 181 MDGYFSSLRNETHSICTACDESCKTCSGLTNRDCGECEVGWVLDEGACVDVDECAAEPPP 

P_AAB80212 181 MDGYFSSLRNETHSICTACDESCKTCSGLTNRDCGECEVGWVLDEGACVDVDECAAEPPP 
DNA32292 . nc 241 CSAAQFCKNANGSYTCEECDSSCVGCTGEGPGNCKECISGYAREHGQCADVDECSLAEKT 

P_AAB80212 241 CSAAQFCKNANGSYTCEECDSSCVGCTGEGPGNCKECISGYAREHGQCADVDECSLAEKT 
DNA32292 . nc 301 CVRKNENCYNTPGSYVCVCPDGFEETEDACVPPAEAEATEGESPTQLPSREDL 

P_AAB80212 301 CVRKNENCYNTPGSYVCVCPDGFEETEDACVPPAEAEATEGESPTQLPSREDL 

>4 P_AAB68596 PR0211 - Homo sapiens. (353 aa) [1 seg] 
Score = 2005 (776 bits), Expect = 0.0 

Identities = 353/353 (100%), Positives = 353/353 (100%), at 1,1-353,353 
DNA32292 . nc 1 MRLPRRAALGLLPLLLLLPPAPEAAKKPTPCHRCRGLVDKFNQGMVDTAKKNFGGGNTAW 

+ + + + + + ++ + + + + + + 4- + + 4- + + + + + + + + + + + + + + + + ++ + +* + + 

P_AAB68596 1 MRLPRRAALGLLPLLLLLPPAPEAAKKPTPCHRCRGLVDKFNQGMVDTAKKNFGGGNTAW 



DNA32292 . nc 61 EEKTLSKYESSEIRLLEILEGLCESSDFECNQMLEAQEEHLEAWWLQLKSEYPDLFEWFC 
************************************************************ 

P_AAB68596 61 EEKTLSKYESSEIRLLEILEGLCESSDFECNQMLEAQEEHLEAWWLQLKSEYPDLFEWFC 

DNA32292 . nc 121 VKTLKVCCSPGTYGPDCLACQGGSQRPCSGNGHCSGDGSRQGDGSCRCHMGYQGPLCTDC 
****************************************************+******* 

P_AAB68596 121 VKTLKVCCSPGTYGPDCLACQGGSQRPCSGNGHCSGDGSRQGDGSCRCHMGYQGPLCTDC 

DNA32292.nc 181 MDGYFSSLRNETHSICTACDESCKTCSGLTNRDCGECEVGWVLDEGACVDVDECAAEPPP 
************************************************************ 

P_AAB68596 181 MDGYFSSLRNETHSICTACDESCKTCSGLTNRDCGECEVGWVLDEGACVDVDECAAEPPP 

DNA32292.nc 241 CSAAQFCKNANGSYTCEECDSSCVGCTGEGPGNCKECISGYAREHGQCADVDECSLAEKT 
it********************************************** 

P_AAB68596 241 CSAAQFCKNANGSYTCEECDSSCVGCTGEGPGNCKECI SG YAREHGQCADVDECSLAEKT 

DNA32292 . nc 301 CVRKNENCYNTPGSYVCVCPDGFEETEDACVPPAEAEATEGESPTQLPSREDL 
*******************+*******+**+*+******************** 

P_AAB68596 301 CVRKNENCYNTPGSYVCVCPDGFEETEDACVPPAEAEATEGESPTQLPSREDL 

>5 P_AAY83224 PR0211 Polypeptide - Homo sapiens. (353 aa) [1 seg] 
Score = 2005 (776 bits), Expect = 0.0 

Identities = 353/353 (100%), Positives = 353/353 (100%), at 1,1-353,353 

DNA32292 . nc 1 MRLPRRAALGLLPLLLLLPPAPEAAKKPTPCHRCRGLVDKFNQGMVDTAKKN FGGGNTAW 
************************************************+**********+ 

P_AAY83224 1 MRLPRRAALGLLPLLLLLPPAPEAAKKPTPCHRCRGLVDKFNQGMVDTAKKN FGGGNTAW 

DNA32292 . nc 61 EEKTLSKYESSEIRLLEILEGLCESSDFECNQMLEAQEEHLEAWWLQLKSEYPDLFEWFC 
************************************************************ 

P_AAY83224 61 EEKTLSKYESSEIRLLEILEGLCESSDFECNQMLEAQEEHLEAWWLQLKSEYPDLFEWFC 

DNA32292.nc 121 VKTLKVCCSPGTYGPDCLACQGGSQRPCSGNGHCSGDGSRQGDGSCRCHMGYQGPLCTDC 
************************************************************ 

P_AAY83224 121 VKTLKVCCSPGTYGPDCLACQGGSQRPCSGNGHCSGDGSRQGDGSCRCHMGYQGPLCTDC 

DNA32292 .nc 181 MDGYFSSLRNETHSICTACDESCKTCSGLTNRDCGECEVGWVLDEGACVDVDECAAEPPP 
*****+*+******++*****+*+*+********************+************* 

P_AAY83224 181 MDGYFSSLRNETHSICTACDESCKTCSGLTNRDCGECEVGWVLDEGACVDVDECAAEPPP 

DNA32292 . nc 241 CSAAQFCKNANGSYTCEECDSSCVGCTGEGPGNCKECISG YAREHGQCADVDECSLAEKT 
************************************************************ 

P_AAY83224 241 CSAAQFCKNANGSYTCEECDSSCVGCTGEGPGNCKEC I SG YAREHGQCADVDECSLAEKT 

DNA32292 . nc 301 CVRKNENCYNTPGSYVCVCPDGFEETEDACVPPAEAEATEGESPTQLPSREDL 
*****************+****++**+*****+***********+***++*** 

P_AAY83224 301 CVRKNENCYNTPGSYVCVCPDGFEETEDACVPPAEAEATEGESPTQLPSREDL 

>6 P_AAB00169 PR0211 polypeptide - Homo sapiens. (353 aa) [1 seg] 
Score = 2005 (776 bits), Expect = 0.0 

Identities = 353/353 (100%), Positives = 353/353 (100%), at 1,1-353,353 

DNA32292 . nc 1 MRLPRRAALGLLPLLLLLPPAPEAAKKPTPCHRCRGLVDKFNQGMVDTAKKN FGGGNTAW 
**********-*--*■ + ******* + + ** + + **** + + *********** + ******* + * + + + * + + * 

P_AAB00169 1 MRLPRRAALGLLPLLLLLPPAPEAAKKPTPCHRCRGLVDKFNQGMVDTAKKN FGGGNTAW 



DNA32292 . nc 61 EEKTLSKYESSEIRLLEILEGLCESSDFECNQMLEAQEEHLEAWWLQLKSEYPDLFEWFC 

P_AAB00169 61 EEKTLSKYESSEIRLLEILEGLCESSDFECNQMLEAQEEHLEAWWLQLKSEYPDLFEWFC 

DNA32292 . nc 121 VKTLKVC'CSPGTYGPDCLACQGGSQRPCSGNGHCSGDGSRQGDGSCRCHMGYQGPLCTDC 

P_AAB00169 121 VKTLKVCCSPGTYGPDCLACQGGSQRPCSGNGHCSGDGSRQGDGSCRCHMGYQGPLCTDC 

DNA32292.nc 181 MDGYFSSLRNETHSICTACDESCKTCSGLTNRDCGECEVGWVLDEGACVDVDECAAEPPP 

P_AAB00169 181 MDGYFSSLRNETHSICTACDESCKTCSGLTNRDCGECEVGWVLDEGACVDVDECAAEPPP 

DNA32292.nc 241 CSAAQFCKNANGSYTCEECDSSCVGCTGEGPGNCKECISGYAREHGQCADVDECSLAEKT 

P_AAB00169 241 CSAAQFCKNANGSYTCEECDSSCVGCTGEGPGNCKECISGYAREHGQCADVDECSLAEKT 

DNA32292 . nc 301 CVRKNENCYNTPGSYVCVCPDGFEETEDACVPPAEAEATEGESPTQLPSREDL 

P_AAB00169 301 CVRKNENCYNTPGSYVCVCPDGFEETEDACVPPAEAEATEGESPTQLPSREDL 

>7 P_AAY05283 EGF-like homologue PR0211 - Homo sapiens. (353 aa) [1 seg] 
Score = 2005 (776 bits), Expect =0.0 

Identities - 353/353 (100%), Positives = 353/353 (100%), at 1,1-353,353 

DNA32292 . nc 1 MRLPRRAALGLLPLLLLLPPAPEAAKKPTPCHRCRGLVDKFNQGMVDTAKKNFGGGNTAW 

P_AAY0528 3 1 MRLPRRAALGLLPLLLLLPPAPEAAKKPTPCHRCRGLVDKFNQGMVDTAKKNFGGGNTAW 

DNA32292 . nc 61 EEKTLSKYESSEIRLLEILEGLCESSDFECNQMLEAQEEHLEAWWLQLKSEYPDLFEWFC 

P_AAY05283 61 EEKTLSKYESSEIRLLEILEGLCESSDFECNQMLEAQEEHLEAWWLQLKSEYPDLFEWFC 

DNA32292.nc 121 VKTLKVCCSPGTYGPDCLACQGGSQRPCSGNGHCSGDGSRQGDGSCRCHMGYQGPLCTDC 

P_AAY05283 121 VKTLKVCCSPGTYGPDCLACQGGSQRPCSGNGHCSGDGSRQGDGSCRCHMGYQGPLCTDC 

DNA32292 .nc 181 MDGYFSSLRNETHSICTACDESCKTCSGLTNRDCGECEVGWVLDEGACVDVDEC/^AEPPP 

P_AAY05283 181 MDGYFSSLRNETHSICTACDESCKTCSGLTNRDCGECEVGWVLDEGACVDVDECAAEPPP 

DNA32292 . nc 241 CSAAQFCKNANGSYTCEECDSSCVGCTGEGPGNCKECISGYAREHGQCADVDECSLAEKT 

P_AAY05283 241 CS7VAQFCKNANGSYTCEECDSSCVGCTGEGPGNCKECISGYAREHGQCADVDECSLAEKT 

DNA32292 . nc 301 CVRKNENCYNTPGSYVCVCPDGFEETEDACVPPAEAEATEGESPTQLPSREDL 

P_AAY05283 301 CVRKNENCYNTPGSYVCVCPDGFEETEDACVPPAEAEATEGESPTQLPSREDL 

>8 P_AAY13344 protein PR0211 - Homo sapiens. (353 aa) [1 seg] 
Score = 2005 (776 bits), Expect =0.0 

Identities = 353/353 (100%), Positives = 353/353 (100%), at 1,1-353,353 

DNA32292 . nc 1 MRLPRRAALGLLPLLLLLPPAPEAAKKPTPCHRCRGLVDKFNQGMVDTAKKNFGGGNTAW 

P_AAY1334 4 1 MRLPRRAALGLLPLLLLLPPAPEAAKKPTPCHRCRGLVDKFNQGMVDTAKKNFGGGNTAW 



DNA32292.nc 



61 EEKTLSKYESSEIRLLEILEGLCESSDFECNQMLEAQEEHLEAWWLQLKSEYPDLFEWFC 



P__AAY1334 4 61 EEKTLSKYESSEIRLLEILEGLCESSDFECNQMLEAQEEHLEAWWLQLKSEYPDLFEWFC 

DNA32292.nc 121 VKTLKVCCSBGTYGPDCLACQGGSQRPCSGNGHCSGDGSRQGDGSCRCHMGYQGPLCTDC 

P_AAY1334 4 121 VKTLKVCCSPGTYGPDCLACQGGSQRPCSGNGHCSGDGSRQGDGSCRCHMGYQGPLCTDC 

DNA32292 . nc 181 MDGYFSSLRNETHSICTACDESCKTCSGLTNRDCGECEVGWVLDEGACVDVDECAAEPPP 

P_AAY1334 4 181 MDGYFSSLRNETHSICTACDESCKTCSGLTNRDCGECEVGWVLDEGACVDVDECAAEPPP 

DNA32292 . nc 241 CSAAQFCKNANGSYTCEECDSSCVGCTGEGPGNCKECISGYAREHGQCADVDECSLAEKT 

P_AAY1334 4 241 CSAAQFCKNANGSYTCEECDSSCVGCTGEGPGNCKECISGYAREHGQCADVDECSLAEKT 

DNA32292 . nc 301 CVRKNENCYNTPGSYVCVCPDGFEETEDACVPPAEAEATEGESPTQLPSREDL 

P_AAY1334 4 301 CVRKNENCYNTPGSYVCVCPDGFEETEDACVPPAEAEATEGESPTQLPSREDL 

>9 P_AAY08064 Human EGF-like homologue protein (PR0217) encoded by DNA32292 cDNA 
- Homo sapiens. (353 aa) [1 seg] 
Score = 2005 (776 bits), Expect =0.0 

Identities = 353/353 (100%), Positives = 353/353 (100%), at 1,1-353,353 
DNA32292 .nc 1 MRLPRRAALGLLPLLLLLPPAPEAAKKPTPCHRCRGLVDKFNQGMVDTAKKNFGGGNTAW 

P_AAY08064 1 MRLPRRAALGLLPLLLLLPPAPEAAKKPTPCHRCRGLVDKFNQGMVDTAKKNFGGGNTAW 
DNA32292 . nc 61 EEKTLSKYESSEIRLLEILEGLCESSDFECNQMLEAQEEHLEAWWLQLKSEYPDLFEWFC 

P_AAY08064 61 EEKTLSKYESSEIRLLEILEGLCESSDFECNQMLEAQEEHLEAWWLQLKSEYPDLFEWFC 
DNA32292 . nc 121 VKTLKVCCSPGTYGPDCLACQGGSQRPCSGNGHCSGDGSRQGDGSCRCHMGYQGPLCTDC 

P_AAY08064 121 VKTLKVCCSPGTYGPDCLACQGGSQRPCSGNGHCSGDGSRQGDGSCRCHMGYQGPLCTDC 
DNA32292 . nc 181 MDGYFSSLRNETHSICTACDESCKTCSGLTNRDCGECEVGWVLDEGACVDVDECAAEPPP 

P_AAY08064 181 MDGYFSSLRNETHSICTACDESCKTCSGLTNRDCGECEVGWVLDEGACVDVDECAAEPPP 
DNA32292 . nc 241 CSAAQFCKNANGSYTCEECDSSCVGCTGEGPGNCKECISGYAREHGQCADVDECSLAEKT 

P_AAY08064 241 CSAAQFCKNANGSYTCEECDSSCVGCTGEGPGNCKECISGYAREHGQCADVDECSLAEKT 
DNA32292 . nc 301 CVRKNENCYNTPGSYVCVCPDGFEETEDACVPPAEAEATEGESPTQLPSREDL 

P_AAY08064 301 CVRKNENCYNTPGSYVCVCPDGFEETEDACVPPAEAEATEGESPTQLPSREDL 

>10 P_AAY88571 Human PR0211 amino acid sequence - Homo sapiens. {353 aa) [1 seg] 
Score = 1997 (773 bits), Expect = 0.0 

Identities = 352/353 (99%), Positives = 352/353 (99%), at 1,1-353,353 
DNA32292 . nc 1 MRLPRRAALGLLPLLLLLPPAPEAAKKPTPCHRCRGLVDKFNQGMVDTAKKNFGGGNTAW 
P_AAY88571 1 MRLPRRAALGLLPLLLLLPPAPEAAKKPTPCHRCRGLVDKFNQGMVDTAKKNFGGGNTAW 

DNA32292 . nc 61 EEKTLSKYESSEIRLLEILEGLCESSDFECNQMLEAQEEHLEAWWLQLKSEYPDLFEWFC 



P_AAY88571 61 EEKTLSKYESSEIRLLEILEGLCESSDFECNQMLEAQEEHLEAWWLQLKSEYPDLFEWFC 

DNA32292 . nc .121 . .VKT.LKVCCSPGTYGPDCLACQGGSQRPCSGNGHCSGDGSRQGDGSCRCHMGYQGPLCTDC 

P_AAY88571 121 VKTLKVCCSPGTYGPDCLACQGGSQRPCSGNGHCSGDGSRQGDGSCRCHMGYQGPLCTDC 

DNA32292 . nc 181 MDGYFSSLRNETHSICTACDESCKTCSGLTNRDCGECEVGWVLDEGACVDVDECAAEPPP 

P_AAY88571 181 MDGYFSSLRNETHSICTACDESCKTCSGLTNRDCGECEVGWVLDEGACVDVDECAAEPPP 

DNA32292 . nc 241 CSAAQFCKNANGSYTCEECDSSCVGCTGEGPGNCKECISGYAREHGQCADVDECSLAEKT 
******** *************************************************** 

P_AAY88571 241 CSAAQFCKMANGSYTCEECDSSCVGCTGEGPGNCKECISGYAREHGQCADVDECSLAEKT 

DNA32292 . nc 301 CVRKNENCYNTPGSYVCVCPDGFEETEDACVPPAEAEATEGESPTQLPSREDL 
***************************************************** 

P_AAY88571 301 CVRKNENCYNTPGSYVCVCPDGFEETEDACVPPAEAEATEGESPTQLPSREDL 

>11 P_AAB61233 Mature human TANGO 331 protein - Homo sapiens. (329 aa) [1 seg] 
Score = 1887 (731 bits), Expect =0.0 

Identities = 329/329 (100%), Positives = 329/329 (100%), at 25,1-353,329 

DNA32292 .nc 25 AKKPTPCHRCRGLVDKFNQGMVDTAKKNFGGGNTAWEEKTLSKYESSEIRLLEILEGLCE 
************************************************************ 

P_AAB61233 1 AKKPTPCHRCRGLVDKFNQGMVDTAKKNFGGGNTAWEEKTLSKYESSEIRLLEILEGLCE 

DNA32292 . nc 85 SSDFECNQMLEAQEEHLEAWWLQLKSEYPDLFEWFCVKTLKVCCSPGTYGPDCLACQGGS 
****************+********++**+********************+*++***+*+ 

P_AAB61233 61 SSDFECNQMLEAQEEHLEAWWLQLKSEYPDLFEWFCVKTLKVCCSPGTYGPDCLACQGGS 

DNA32292 . nc 14 5 QRPCSGNGHCSGDGSRQGDGSCRCHMGYQGPLCTDCMDGYFSSLRNETHSICTACDESCK 
************************************************************ 

P_AAB61233 121 QRPCSGNGHCSGDGSRQGDGSCRCHMGYQGPLCTDCMDGYFSSLRNETHSICTACDESCK 

DNA32292 . nc 205 TCSGLTNRDCGECEVGWVLDEGACVDVDECAAEPPPCSAAQFCKNANGSYTCEECDSSCV 
************************************************************ 

P_AAB61233 181 TCSGLTNRDCGECEVGWVLDEGACVDVDECAAEPPPCSAAQFCKNANGSYTCEECDSSCV 

DNA32292 . nc 265 GCTGEGPGNCKECISGYAREHGQCADVDECSLAEKTCVRKNENCYNTPGSYVCVCPDGFE 
************************************************************ 

P_AAB61233 241 GCTGEGPGNCKECISGYAREHGQCADVDECSLAEKTCVRKNENCYNTPGSYVCVCPDGFE 

DNA32292.nc 325 ETEDACVPPAEAEATEGESPTQLPSREDL 
***************************** 

P_AAB61233 301 ETEDACVPPAEAEATEGESPTQLPSREDL 

>12 AAH02894.114 Unknown (protein for MGC: 11256) - Homo sapiens (321 aa) [1 seg] 
Score = 1770 (686 bits), Expect = 0.0 

Identities = 321/353 (90%), Positives = 321/353 (90%), Gaps = 32/353 (9%), at 
1, 1-353, 321 

DNA32292 . nc 1 MRLPRRAALGLLPLLLLLPPAPEAAKKPTPCHRCRGLVDKFNQGMVDTAKKNFGGGNTAW 
***+*++*+***+********************************+*+*********+** 

AAH02894 . 114 1 MRLPRRAALGLLPLLLLLPPAPEAAKKPTPCHRCRGLVDKFNQGMVDTAKKNFGGGNTAW 

DNA32292 .nc 61 EEKTLSKYESSEIRLLEILEGLCESSDFECNQMLEAQEEHLEAWWLQLKSEYPDLFEWFC 



AAH02894. 114 61 EEKTLSKYESSEIRLLEILEGLCESSDFECNQMLEAQEEHLEAWWLQLKSEYPDLFEWFC 

DNA32292 . nc 121 VKTLKVCCSPGTYGP.DCLACQGGSQRPCSGNGHCSGDGSRQGDGSCRCHMGYQGPLCTDC 

AAH02894 . 114 121 VKTLKVCCSPGTYGPDCLACQGGSQRPCSGNGHCSGDGSRQGDGSCRCHMGYQGPLCTDC 

DNA32292 . nc 181 MDGYFSSLRNETHSICTACDESCKTCSGLTNRDCGECEVGWVLDEGACVDVDECAAEPPP 

AAH02894 .114 181 MDGYFSSLRNETHSICTACDESCKTCSGLTNRDCGECEVGWVLDEGACVDVDECAAEPPP 

DNA32292 . nc 241 CSAAQFCFCNANGSYTCEECDSSCVGCTGEGPGNCKECISGYAREHGQCADVDECSLAEKT 

*********** 

AAH02894.114 241 CSAAQFCKNANGSYTCE DVDECSLAEKT 

DNA32292 .nc 301 CVRKNENCYNTPGSYVCVCPDGFEETEDACVPPAEAEATEGESPTQLPSREDL 
***************************************************** 

AAH02894 .114 269 CVRKNENCYNTPGSYVCVCPDGFEETEDACVPPAEAEATEGESPTQLPSREDL 

>13 NP_077300.1 hypothetical protein MGC11256 - Homo sapiens (321 aa) [1 seg] 
Score = 1770 (686 bits), Expect =0.0 

Identities = 321/353 (90%), Positives = 321/353 (90%), Gaps = 32/353 (9%), at 
1,1-353,321 

DNA32292 . nc 1 MRLPRRAALGLLPLLLLLPPAPEAAKKPTPCHRCRGLVDKFNQGMVDTAKKNFGGGNTAW 
************************************************************ 

NP__077300. 1 1 MRLPRRAALGLLPLLLLLPPAPEAAKKPTPCHRCRGLVDKFNQGMVDTAKKNFGGGNTAW 

DNA32292 . nc 61 EEKTLSKYESSEIRLLEILEGLCESSDFECNQMLEAQEEHLEAWWLQLKSEYPDLFEWFC 
***************************************+******************** 

NPJD77300. 1 61 EEKTLSKYESSEIRLLEILEGLCESSDFECNQMLEAQEEHLEAWWLQLKSEYPDLFEWFC 

DNA32292 . nc 121 VKTLKVCCSPGTYGPDCLACQGGSQRPCSGNGHCSGDGSRQGDGSCRCHMGYQGPLCTDC 
************************************************************ 

NP_077300. 1 121 VKTLKVCCSPGTYGPDCLACQGGSQRPCSGNGHCSGDGSRQGDGSCRCHMGYQGPLCTDC 

DNA32292 . nc 181 MDGYFSSLRNETHSICTACDESCKTCSGLTNRDCGECEVGWVLDEGACVDVDECAAEPPP 
*******+***++****+******+**************+******+************* 

NP_077300. 1 181 MDGYFSSLRNETHSICTACDESCKTCSGLTNRDCGECEVGWVLDEGACVDVDECAAEPPP 

DNA322 92. nc 241 CSAAQFCKNANGSYTCEECDSSCVGCTGEGPGNCKECISGYAREHGQCADVDECSLAEKT 
***************** * * * * + * * * * * * 

NP_077300.1 241 CSAAQFCKNANGSYTCE DVDECSLAEKT 

DNA32292 . nc 301 CVRKNENCYNTPGSYVCVCPDGFEETEDACVPPAEAEATEGESPTQLPSREDL 
********-*•************************ + ******************* 

NP_077300. 1 269 CVRKNENCYNTPGSYVCVCPDGFEETEDACVPPAEAEATEGESPTQLPSREDL 

>14 P_AAB42711 Human ORFX ORF2475 polypeptide sequence SEQ ID NO: 4950 - Homo 
(318 aa) [1 seg] 

Score = 1716 (665 bits), Expect = 0.0 

Identities = 298/306 (97%), Positives = 298/306 (97%), at 20,2-325,307 

DNA322 92 . nc 20 PAPEAAKKPTPCHRCRGLVDKFNQGMVDTAKKNFGGGNTAWEEKTLSKYESSEIRLLEIL 

+ + * + •*• + + + + + + + + * + * + + + ***+■** + + ****** + **** + + +****** + + *** 

P_AAB42711 2 PACPPGYLTAPCHRCRGLVDKFNQGMVDTAKKNFGGGNTAWEEKTLSKYESSEIRLLEI L 



DNA32292 . nc 80 EGLCESSDFECNQMLEAQEEHLEAWWLQLKSEYPDLFEWFCVKTLKVCCSPGTYGPDCLA 
************************************************************ 

P_AAB4 2711 62 EGLCESSDFECNQMLEAQEEHLEAWWLQLKSEYPDLFEWFCVKTLKVCCSPGTYGPDCLA 

DNA32292 . nc 14 0 CQGGSQRPCSGNGHCSGDGSRQGDGSCRCHMGYQGPLCTDCMDGYFSSLRNETHSICTAC 
************************************************************ 

P_AAB42711 122 CQGGSQRPCSGNGHCSGDGSRQGDGSCRCHMGYQGPLCTDCMDGYFSSLRNETHSICTAC 

DNA32292 . nc 200 DESCKTCSGLTNRDCGECEVGWVLDEGACVDVDECAAEPPPCSAAQFCKNANGSYTCEEC 
************************************************************ 

P_AAB4 2711 182 DESCKTCSGLTNRDCGECEVGWVLDEGACVDVDECAAEPPPCSAAQFCKNANGSYTCEEC 

DNA32292.nc 2 60 DSSCVGCTGEGPGNCKECISGYAREHGQCADVDECSLAEKTCVRKNENCYNTPGSYVCVC 
************************************************************ 

P_AAB4 2711 242 DSSCVGCTGEGPGNCKECISGYAREHGQCADVDECSLAEKTCVRKNENCYNTPGSYVCVC 

DNA32292.nc 320 PDGFEE 
****** 

P_AAB42711 302 PDGFEE 

>15 P_AAY91870 Human apoptosis related protein - Homo sapiens. (353 aa) [1 seg] 
Score = 1635 (634 bits), Expect =0.0 

Identities = 301/354 (85%), Positives = 306/354 (86%), Gaps = 2/354 (0%), at 
1, 1-353, 353 

DNA32292 . nc 1 MRLPRRAALGLLPLLLLLPPAPEAAKKPTPCHRCRGLVDKFNQGMVDTAKKN FGGGNTAW 
************************************************************ 

P_AAY91870 1 MRLPRRAALGLLPLLLLLPPAPEAAKKPTPCHRCRGLVDKFNQGMVDTAKKN FGGGNTAW 

DNA32292 . nc 61 EEKTLSKYESSEIRLLEILEGLCESSDFECNQMLEAQEEHLEAWWLQLKSEYPDLFEWFC 
****************************++****************************** 

P__AAY91870 61 EEKTLSKYESSEIRLLEILEGLCESSDFECNQMLEAQEEHLEAWWLQLKSEYPDLFEWFC 

DNA32292 . nc 121 VKTLKVCCSPGTYGPDCLACQGGSQRPCSGNGHCSGDGSRQGDGSCRCHMGYQGPLCTDC 
************************************************************ 

P_AAY9187 0 121 VKTLKVCCSPGTYGPDCLACQGGSQRPCSGNGHCSGDGSRQGDGSCRCHMGYQGPLCTDC 

DNA32292 . nc 181 MDGYFSSL-RNETHSICTACDESCKTCSGLTNRDCGECEVGWVLDEGACVDVDECAAEPP 
******* ^ ** * * * 

P_AAY91870 181 MDGYFSSAPXTRPTASAQPVTSPARRARGLDQQRLA-ASVKWAGCWTRAPVWMWTSVRPT 

DNA32292.nc 24 0 PCSAAQFCKNANGSYTCEECDSSCVGCTGEGPGNCKECISGYAREHGQCADVDECSLAEK 

* ***** ************************************************* 

P_AAY91870 24 0 VPAACQFCKNPNGSYTCEECDSSCVGCTGEGPGNCKECISGYAREHGQCADVDECSLAEK 

DNA32292 . nc 300 TCVRKNENCYNTPGS YVCVCPDGFEETEDACVPPAEAEATEGESPTQLPSREDL 
*******+***********************+***********+*+******** 

P_AAY91870 300 TCVRKNENCYNTPGSYVCVCPDGFEETEDACVPPAEAEATEGESPTQLPSREDL 
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Sequences producing High-scoring Segment Pairs: Frame 


Score 


Match 


Pet 


E-val 


1 


P_AAC97409 


Human angiogenesis-associated protein PR 


+ 


1364 


1364 


100 


0 


0 


2 


P_AAF72371 


Human PR0211 cDNA. 


+ 


1364 


1364 


100 


0 


0 


3 


P AAF60360 


PR0211 coding sequence. 


+ 


1364 


1364 


100 


0 


0 


4 


P_AAZ93700 


PR0211 DNA32292-1131. 


+ 


1364 


1364 


100 


0 


0 


5 


P_AAA30040 


Human PR0211 nucleotide sequence. 


+ 


1364 


1364 


100 


0 


0 


6 


P AAA54089 


PR0211 cDNA. 


+ 


1364 


1364 


100 


0 


0 


7 


P AAX28433 


EGF-like homologue PR0211 coding sequenc 


+ 


1364 


1364 


100 


0 


0 


8 


P_AAX52213 


Protein PR0211 cDNA clone DNA32292-1131 . 


+ 


1364 


1364 


100 


0 


0 


9 


P AAX37 671 


Human EGF-like homologue (PR0217) encode 


+ 


1364 


1364 


100 


0 


0 


10 


AX076909 


Sequence 21 from Patent WO0105836. 


+ 


1364 


1364 


100 


0 


0 


11 


P AAF29457 


Human TANGO 331 cDNA. 


+ 


1350 


1350 


100 


0. 


0 


12 


P AAA08503 


DNA encoding human apoptosis related pro 


+ 


1290 


1358 


99 


0, 


0 


13 


P_AAC7 6920 


Human ORFX ORF24 75 polynucleotide sequen 


+ 


1208 


1215 


100 


0. 


0 



>1 P_AAC97409 Human angiogenesis-associated protein PR0211 cDNA, SEQ ID NO: 56. 
(1364 bp) [1 seg] 

Score = 1364 (2704 bits), Expect = 0.0 

Identities = 1364/1364 (100%), at 1,1-1364,1364, Strand +/+ 



DNA32292 
P_AAC97409 

DNA32292 
P_AAC97 4 09 

DNA32292 
P_AAC97 4 09 

DNA32292 
P_AAC974 09 

DNA32292 
P_AAC97409 

DNA32292 
P_AAC97 4 09 

DNA32292 
P_AAC97409 

DNA32292 
P^AAC97409 

DNA32292 



1 GGCCGGAGCAGCACGGCCGCAGGACCTGGAGCTCCGGCTGCGTCTTCCCGCAGCGCTACC 

1 GGCCGGAGCAGCACGGCCGCAGGACCTGGAGCTCCGGCTGCGTCTTCCCGCAGCGCTACC 

61 CGCCATGCGCCTGCCGCGCCGGGCCGCGCTGGGGCTCCTGCCGCTTCTGCTGCTGCTGCC 

• 61 CGCCATGCGCCTGCCGCGCCGGGCCGCGCTGGGGCTCCTGCCGCTTCTGCTGCTGCTGCC 

121 GCCCGCGCCGGAGGCCGCCAAGAAGCCG ACGCCCTGCCACCGGTGCCGGGGGCTGGTGGA 
+ 4- + * + + ** + 4. + *** + * + + * + 

121 GCCCGCGCCGGAGGCCGCC AAGAAGCCGACGCCCTGCCACCGGTGCCGGGGGCTGGTGGA 
181 CAAGTTTAACCAGGGGATGGTGGACACCGCAAAGAAGAACTTTGGCGGCGGGAACACGGC 
181 CAAGTTT AACCAGGGGATGGTGGACACCGCAAAG AAGAACTTTGGCGGCGGGAAC ACGGC 
241 TTGGGAGGAAAAGACGCTGTCCAAGTACGAGTCCAGCGAGATTCGCCTGCTGGAGATCCT 
241 TTGGGAGGAAAAGACGCTGTCCAAGTACGAGTCCAGCGAGATTCGCCTGCTGGAGATCCT 
301 GGAGGGGCTGTGCGAGAGCAGCGACTTCGAATGCAATCAGATGCTAGAGGCGCAGGAGGA 
301 GGAGGGGCTGTGCGAGAGCAGCGACTTCGAATGCAATCAGATGCTAGAGGCGCAGGAGGA 
361 GCACCTGGAGGCCTGGTGGCTGCAGCTGAAGAGCGAAT ATCCTGACTT ATTCGAGTGGTT 
361 GCACCTGGAGGCCTGGTGGCTGCAGCTGAAGAGCGAATATCCTGACTT ATTCGAGTGGTT 
4 21 TTGTGTGAAGACACTGAAAGTGTGCTGCTCTCCAGGAACCTACGGTCCCG ACTGTCTCGC 

4. 4.4.4.4,. + + + + + + + + 4. 4. 4. 4. 4. 4- 4. 4- *• 4- + 4. + + + + + + + + + + ++ 4- + + + * + + + + + 

4 21 TTGTGTGAAGACACTGAAAGTGTGCTGCTCTCCAGGAACCTACGGTCCCG ACTGTCTCGC 
4 81 ATGCCAGGGCGGATCCCAGAGGCCCTGCAGCGGGAATGGCCACTGCAGCGGAGATGGGAG 



P_AAC 97409 481 ATGCCAGGGCGGATCCC AG AGGCCCTGCAGCGGG AATGGCC ACTGC AGCGGAG ATGGGAG 

DNA32292 541 CAGACAGGGCGACGGGTCCTGCCGGTGCCACATGGGGTACCAGGGCCCGCTGToCACTGA 
******+*******************+*+****************** ++ * + * + ***^ 

P_AAC974 09 541 CAGACAGGGCGACGGGTCCTGCCGGTGCCACATGGGGTACCAGGGCCCGCTGTGCACTGA 

DNA322 92 601 CTGCATGGACGGCTACTTCAGCTCGCTCCGGAACGAGACCCACAGCATCTGCACAGCCTG 

P_AAC97 4 09 601 CTGCATGGACGGCTACTTCAGCTCGCTCCGGAACGAGACCCACAGCATCTGCACAGCCTG 

DNA322 92 661 TGACGAGTCCTGCAAGACGTGCTCGGGCCTGACCAACAGAGACTGCGGCGAGTGTGAAGT 
*******++******+****+***************************** + ** ++++ ^ 

P_AAC 97409 661 TGACGAGTCCTGCAAGACGTGCTCGGGCCTGACCAACAGAGACTGCGGCGAGTGTGAAGT 

DNA322 92 721 GGGCTGGGTGCTGGACGAGGGCGCCTGTGTGGATGTGGACGAGTGTGCGGCCGAGCCGCC 
*********** **************** ********************************* 

P_AAC97 4 09 721 GGGCTGGGTGCTGGACGAGGGCGCCTGTGTGGATGTGGACGAGTGTGCGGCCGAGCCGCC 

DNA322 92 781 TCCCTGCAGCGCTGCGCAGTTCTGTAAG7VACGCCAACGGCTCCTACACGTGCGAAGAGTG 
**************************************************+********* 

P_AAC974 09 781 TCCCTGCAGCGCTGCGCAGTTCTGTAAGAACGCCAACGGCTCCTACACGTGCGAAGAGTG 

DNA32292 841 TGACTCCAGCTGTGTGGGCTGCACAGGGGAAGGCCCAGGAAACTGTAAAGAGTGTATCTC 
***************************+******************************** 

P_AAC97 4 09 841 TGACTCCAGCTGTGTGGGCTGCACAGGGGAAGGCCCAGGAAACTGTAAAGAGTGTATCTC 
DNA32292 901 TGGCTACGCGAGGGAGCACGGACAGTGTGCAGATGTGGACGAGTGCTCACTAGCAGAAAA 

************+*****+++***********************************+*++ 

P_AAC 97409 901 TGGCTACGCGAGGGAGCACGGACAGTGTGCAGATGTGGACGAGTGCTCACTAGCAGAAAA 

DNA32292 961 AACCTGTGTGAGGAAAAACGAAAACTGCTACAATACTCCAGGGAGCTACGTCTGTGTGTG 
****************+*********++******************+****+******** 

P_AAC974 09 961 AACCTGTGTGAGGAAAAACGAAAACTGCTACAATACTCCAGGGAGCTACGTCTGTGTGTG 

DNA322 92 1021 TCCTGACGGCTTCGAAGAAACGGAAGATGCCTGTGTGCCGCCGGCAGAGGCTGAAGCCAC 
****************+**+*************+*+*****+********+********* 

P_AAC97 4 09 1021 TCCTGACGGCTTCGAAGAAACGGAAGATGCCTGTGTGCCGCCGGCAGAGGCTGAAGCCAC 

DNA32292 1081 AGAAGGAGAAAGCCCGACACAGCTGCCCTCCCGCGAAGACCTGTAATGTGCCGGACTTAC 
*************+******+*********************************+***** 

P_AAC 97409 1081 AGAAGGAG AAAGCCCG AC ACAGCTGCCCTCCCGCGAAGACCTGTAATGTGCCGGACTTAC 

DNA32292 1141 CCTTTAAATTATTCAGAAGGATGTCCCGTGGAAAATGTGGCCCTGAGGATGCCGTCTCCT 
********************+**+**+**++******************+***+***+** 

P_AAC97409 1141 CCTTTAAATTATTCAGAAGGATGTCCCGTGGAAAATGTGGCCCTGAGGATGCCGTCTCCT 

DNA322 92 1201 GCAGTGGACAGCGGCGGGGAGAGGCTGCCTGCTCTCTAACGGTTGATTCTCATTTGTCCC 
**+**+*++*+*+*+*++**********+*+******************* ++ ^ +++++++ 

P_AAC97 4 09 1201 GCAGTGGACAGCGGCGGGGAGAGGCTGCCTGCTCTCTAACGGTTGATTCTCATTTGTCCC 
DNA322 92 12 61 TT AAACAGCTGCATTTCTTGGTTGTTCTTAAAC AGACTTGTATATTTTG AT ACAGTTCTT 

*+ + +-A- + * + + + + * + + + ****4-* + ******* + + . + 4. + + + + + + + + + + + ^. 4.** + + ++ ++ . + + + + + + 

P_AAC 97 4 09 1261 TTAAACAGCTGCATTTCTTGGTTGTTCTTAAACAGACTTGTATATTTTG AT ACAGTTCTT 
DNA32292 1321 TGTAATAAAATTGACCATTGTAGGTAATCAGGAGGAAAAAAAAA 



P_AAC97409 1321 TGTAATAAAATTGACCATTGTAGGTAATCAGGAGGAAAAAAAAA 

>2 P_AAF72371 Human PR0211 cDNA. (1825 bp) [1 seg] 
Score = 1364 (2704 -bits), Expect = 0.-0 

Identities = 1364/1364 (100%), at 1,75-1364,14 38, Strand +/+ 

DNA32 292 1 GGCCGGAGCAGCACGGCCGCAGGACCTGGAGCTCCGGCTGCGTCTTCCCGCAGCGCTACC 

P_AAF72371 75 GGCCGGAGCAGCACGGCCGCAGGACCTGGAGCTCCGGCTGCGTCTTCCCGCAGCGCTACC 

DNA32292 61 CGCCATGCGCCTGCCGCGCCGGGCCGCGCTGGGGCTCCTGCCGCTTCTGCTGCTGCTGCC 

P_AAF7 2371 135 CGCCATGCGCCTGCCGCGCCGGGCCGCGCTGGGGCTCCTGCCGCTTCTGCTGCTGCTGCC 

DNA32292 121 GCCCGCGCCGGAGGCCGCCAAGAAGCCGACGCCCTGCCACCGGTGCCGGGGGCTGGTGGA 

P_AAF72371 195 GCCCGCGCCGGAGGCCGCCAAGAAGCCGACGCCCTGCCACCGGTGCCGGGGGCTGGTGGA 

DNA32292 181 CAAGTTTAACCAGGGGATGGTGGACACCGCAAAGAAGAACTTTGGCGGCGGGAACACGGC 

P_AAF7237 1 255 CAAGTTTAACCAGGGGATGGTGGACACCGCAAAGAAGAACTTTGGCGGCGGGAACACGGC 

DNA32292 241 TTGGGAGGAAAAGACGCTGTCCAAGTACGAGTCCAGCGAGATTCGCCTGCTGGAGATCCT 

P_AAF7 2371 315 TTGGGAGGAAAAGACGCTGTCCAAGT ACGAGTCCAGCGAGATTCGCCTGCTGGAGATCCT 

DNA32292 301 GGAGGGGCTGTGCGAGAGCAGCGACTTCGAATGCAATCAGATGCTAGAGGCGCAGGAGGA 

P_AAF7 2371 375 GGAGGGGCTGTGCGAGAGC AGCGACTTCGAATGCAATC AGATGCTAGAGGCGCAGGAGGA 

DNA322 92 3 61 GCACCTGGAGGCCTGGTGGCTGCAGCTGAAGAGCGAATATCCTGACTTATTCGAGTGGTT 

P_AAF72371 4 35 GCACCTGGAGGCCTGGTGGCTGCAGCTGAAGAGCGAATATCCTGACTTATTCGAGTGGTT 

DNA322 92 4 21 TTGTGTGAAGACACTGAAAGTGTGCTGCTCTCCAGGAACCTACGGTCCCGACTGTCTCGC 

P_AAF7 2371 4 95 TTGTGTGAAGACACTGAAAGTGTGCTGCTCTCCAGGAACCTACGGTCCCGACTGTCTCGC 

DNA32292 481 ATGCCAGGGCGGATCCCAGAGGCCCTGCAGCGGGAATGGCCACTGCAGCGGAGATGGGAG 

P_AAF7 2371 555 ATGCC AGGGCGGATCCCAG AGGCCCTGCAGCGGGAATGGCCACTGCAGCGG AGATGGGAG 

DNA32292 541 CAGACAGGGCGACGGGTCCTGCCGGTGCCACATGGGGTACCAGGGCCCGCTGTGCACTGA 

P_AAF7 2371 615 CAGACAGGGCGACGGGTCCTGCCGGTGCCACATGGGGT ACCAGGGCCCGCTGTGCACTGA 

DNA322 92 601 CTGCATGGACGGCTACTTCAGCTCGCTCCGGAACGAGACCCACAGCATCTGCACAGCCTG 
*** + * + + + * + + 4-* + + + + + + + + + + + * + + + + + 

P_AAF72371 675 CTGCATGGACGGCTACTTCAGCTCGCTCCGGAACGAGACCCACAGCATCTGCACAGCCTG 

DNA32292 661 TGACGAGTCCTGCAAGACGTGCTCGGGCCTGACCAACAGAGACTGCGGCGAGTGTGAAGT 

P_AAF7 2371 7 35 TGACGAGTCCTGCAAGACGTGCTCGGGCCTGACCAACAGAGACTGCGGCGAGTGTGAAGT 

DNA32292 721 GGGCTGGGTGCTGGACGAGGGCGCCTGTGTGGATGTGGACGAGTGTGCGGCCGAGCCGCC 

P AAF72371 795 GGGCTGGGTGCTGGACGAGGGCGCCTGTGTGGATGTGGACGAGTGTGCGGCCGAGCCGCC 



DNA32292 781 TCCCTGCAGCGCTGCGCAGTTCTGTAAGAACGCCAACGGCTCCTACACGTGCGAAGAGTG 
+ * + + + + * + + + * + + **4.* + + + + ^ 

P_AA F7 2371 855 TCCCTGCAGCGCTGCGCAGTTCTGTAAGAACGCCAACGGCTCCTACACGTGCGAAGAGT-G 

DNA32292 841 TGACTCCAGCTGTGTGGGCTGCACAGGGGAAGGCCCAGGAAACTGTAAAGAGTGTATCTC 

P_AAF7 2371 915 TGACTCCAGCTGTGTGGGCTGCACAGGGGAAGGCCCAGGAAACTGTAAAGAGTGTATCTC 

DNA32292 901 TGGCTACGCGAGGGAGCACGGACAGTGTGCAGATGTGGACGAGTGCTCACTAGCAGAAAA 

P_AAF72371 97 5 TGGCTACGCGAGGGAGCACGGACAGTGTGCAGATGTGGACGAGTGCTCACTAGCAGAAAA 

DNA32292 961 AACCTGTGTGAGGAAAAACGAAAACTGCTACAATACTCCAGGGAGCTACGTCTGTGTGTG 

P_AAF7 2371 1035 AACCTGTGTGAGGAAAAACGAAAACTGCTACAATACTCCAGGGAGCTACGTCTGTGTGTG 

DNA32292 1021 TCCTGACGGCTTCGAAGAAACGGAAGATGCCTGTGTGCCGCCGGCAGAGGCTGAAGCCAC 

P_AAF7 2371 1095 TCCTGACGGCTTCGAAGAAACGGAAGATGCCTGTGTGCCGCCGGCAGAGGCTGAAGCCAC 

DNA322 92 1081 AGAAGGAGAAAGCCCGACACAGCTGCCCTCCCGCGAAGACCTGTAATGTGCCGGACTTAC 

P_AAF7 2371 1155 AGAAGGAGAAAGCCCGAC AC AGCTGCCCTCCCGCGAAGACCTGTAATGTGCCGGACTTAC 

DNA32292 1141 CCTTTAAATTATTCAGAAGGATGTCCCGTGGAAAATGTGGCCCTGAGGATGCCGTCTCCT 

P_AAF7 2371 1215 CCTTTAAATTATTCAGAAGGATGTCCCGTGGAAAATGTGGCCCTGAGGATGCCGTCTCCT 

DNA32292 1201 GCAGTGGACAGCGGCGGGGAGAGGCTGCCTGCTCTCTAACGGTTGATTCTCATTTGTCCC 

P_AAF7 2371 1275 GCAGTGGACAGCGGCGGGG AGAGGCTGCCTGCTCTCTAACGGTTGATTCTCATTTGTCCC 

DNA32292 12 61 TTAAACAGCTGCATTTCTTGGTTGTTCTTAAACAGACTTGTATATTTTGATACAGTTCTT 
4- + * + 4- + ** + * + + * + * + + + ** + + + 

P_AAF72371 1335 TTAAACAGCTGCATTTCTTGGTTGTTCTTAAACAGACTTGTATATTTTGATACAGTTCTT 

DNA32292 1321 TGTAATAAAATTGACCATTGTAGGTAATCAGGAGGAAAAAAAAA 

P_AAF72371 1395 TGTAATAAAATTGACCATTGTAGGTAATCAGGAGGAAAAAAAAA 

>3 P_AAF60360 PR0211 coding sequence. (1364 bp) [1 seg] 

Score = 1364 (2704 bits), Expect - 0.0 

Identities = 1364/1364 (100%), at 1,1-1364,1364, Strand +/+ 

DNA322 92 1 GGCCGGAGCAGCACGGCCGCAGGACCTGGAGCTCCGGCTGCGTCTTCCCGCAGCGCTACC 

4-4- + + + 4. + + + + + + ^ + + + + + + + * + +4.+ 

P_AAF60360 1 GGCCGGAGCAGCACGGCCGCAGGACCTGGAGCTCCGGCTGCGTCTTCCCGCAGCGCTACC 

DNA32292 61 CGCCATGCGCCTGCCGCGCCGGGCCGCGCTGGGGCTCCTGCCGCTTCTGCTGCTGCTGCC 

P_AAF60360 61 CGCCATGCGCCTGCCGCGCCGGGCCGCGCTGGGGCTCCTGCCGCTTCTGCTGCTGCTGCC 

DNA32292 121 GCCCGCGCCGGAGGCCGCCAAGAAGCCGACGCCCTGCCACCGGTGCCGGGGGCTGGTGGA 

■4- + 4- + 4- 4- 4- 4-4-4-4- 4-4-4-4-4-4-4-4- 4- + + + + + + + + + + + + ± + + + + + + + + + + + + + + 

P AAF60360 121 GCCCGCGCCGGAGGCCGCCAAGAAGCCGACGCCCTGCCACCGGTGCCGGGGGCTGGTGGA 



DNA32292 181 CAAGTTTAACCAGGGGATGGTGGACACCGCAAAGAAGAACTTTGGCGGCGGGAACACGGC 

P_AAF60360 181 CAAGTTTAACCAGGGGATGGTGGACACCGCAAAGAAGAACTTTGGCGGCGGGAACACGGC 

DNA32292 241 TTGGGAGGAAAAGACGCTGTCCAAGTACGAGTCCAGCGAGATTCGCCTGCTGGAGATCCT 

P_AAF60360 241 TTGGGAGGAAAAGACGCTGTCCAAGTACGAGTCCAGCGAGATTCGCCTGCTGGAGATCCT 

DNA32292 301 GGAGGGGCTGTGCGAGAGCAGCGACTTCGAATGCAATCAGATGCTAGAGGCGCAGGAGGA 

P_AAF60360 301 GGAGGGGCTGTGCGAGAGCAGCGACTTCGAATGCAATCAGATGCTAGAGGCGCAGGAGGA 

DNA32292 361 GCACCTGGAGGCCTGGTGGCTGCAGCTGAAGAGCGAATATCCTGACTTATTCGAGTGGTT 

P_AAF60360 361 GCACCTGGAGGCCTGGTGGCTGCAGCTGAAGAGCGAATATCCTGACTTATTCGAGTGGTT 

DNA322 92 4 21, TTGTGTGAAGACACTGAAAGTGTGCTGCTCTCCAGGAACCTACGGTCCCGACTGTCTCGC 

P_AAF60360 421 TTGTGTGAAGACACTGAAAGTGTGCTGCTCTCCAGGAACCTACGGTCCCGACTGTCTCGC 

DNA322 92 4 81 ATGCCAGGGCGGATCCCAGAGGCCCTGCAGCGGGAATGGCCACTGCAGCGGAGATGGGAG 

P_AAF60360 4 81 ATGCCAGGGCGGATCCCAGAGGCCCTGCAGCGGGAATGGCCACTGCAGCGGAGATGGGAG 

DNA322 92 541 CAGACAGGGCGACGGGTCCTGCCGGTGCCACATGGGGTACCAGGGCCCGCTGTGCACTGA 

P_AAF60360 541 CAGACAGGGCGACGGGTCCTGCCGGTGCCACATGGGGTACCAGGGCCCGCTGTGCACTGA 

DNA32292 601 CTGCATGGACGGCTACTTCAGCTCGCTCCGGAACGAGACCCACAGCATCTGCACAGCCTG 

P_AAF60360 601 CTGCATGGACGGCTACTTCAGCTCGCTCCGGAACGAGACCCACAGCATCTGCACAGCCTG 

DNA32292 661 TGACGAGTCCTGCAAGACGTGCTCGGGCCTGACCAACAGAGACTGCGGCGAGTGTGAAGT 

P_AAF60360 661 TGACGAGTCCTGCAAGACGTGCTCGGGCCTGACCAACAGAGACTGCGGCGAGTGTGAAGT 

DNA322 92 721 GGGCTGGGTGCTGGACGAGGGCGCCTGTGTGGATGTGGACGAGTGTGCGGCCGAGCCGCC 

P_AAF60360 721 GGGCTGGGTGCTGGACGAGGGCGCCTGTGTGGATGTGGACGAGTGTGCGGCCGAGCCGCC 

DNA32292 781 TCCCTGCAGCGCTGCGCAGTTCTGTAAGAACGCCAACGGCTCCTACACGTGCGAAGAGTG 

P_AAF60360 781 TCCCTGCAGCGCTGCGCAGTTCTGTAAGAACGCCAACGGCTCCTACACGTGCGAAGAGTG 

DNA32292 841 TGACTCCAGCTGTGTGGGCTGCACAGGGGAAGGCCCAGGAAACTGTAAAGAGTGTATCTC 

P_AAF60360 841 TGACTCCAGCTGTGTGGGCTGCACAGGGGAAGGCCCAGGAAACTGTAAAGAGTGTATCTC 

DNA32292 901 TGGCTACGCGAGGGAGCACGGACAGTGTGCAGATGTGGACGAGTGCTCACTAGCAGAAAA 

P_AAF60360 901 TGGCTACGCGAGGGAGCACGGACAGTGTGCAGATGTGGACGAGTGCTCACTAGCAGAAAA 

DNA32292 961 AACCTGTGTGAGGAAAAACGAAAACTGCTACAATACTCCAGGGAGCTACGTCTGTGTGTG 

P__AAF60360 961 AACCTGTGTGAGGAAAAACGAAAACTGCTACAATACTCCAGGGAGCTACGTCTGTGTGTG 

DNA32292 1021 TCCTGACGGCTTCGAAGAAACGGAAGATGCCTGTGTGCCGCCGGCAGAGGCTGAAGCCAC 



P_AAF6 0 360 1021 TCCTGACGGCTTCGAAGAAACGGAAGATGCCTGTGTGCCGCCGGCAGAGGCTGAAGCCAC 

DNA3 2292 1081 AGAAGGAGAAAGCCCGACACAGCTGCCCTCCCGCGAAGACCTGTAATGTGCCGGACTTAC 

P_AAF60360 1081 AGAAGGAGAAAGCCCGACACAGCTGCCCTCCCGCGAAGACCTGTAATGTGCCGGACTTAC 

DNA32 2 92 1141 CCTTTAAATTATTCAGAAGGATGTCCCGTGGAAAATGTGGCCCTGAGGATGCCGTCTCCT 

P_AAF60360 1141 CCTTTAAATTATTCAGAAGGATGTCCCGTGGAAAATGTGGCCCTGAGGATGCCGTCTCCT 

DNA322 92 1201 GCAGTGGACAGCGGCGGGGAGAGGCTGCCTGCTCTCTAACGGTTGATTCTCATTTGTCCC 

P_AAF60 3 60 1201 GCAGTGGACAGCGGCGGGGAGAGGCTGCCTGCTCTCTAACGGTTGATTCTCATTTGTCCC 

DNA32292 12 61 TTAAACAGCTGCATTTCTTGGTTGTTCTTAAACAGACTTGTATATTTTGATACAGTTCTT 

P_AAF60360 1261 TTAAACAGCTGCATTTCTTGGTTGTTCTTAAACAGACTTGTATATTTTGATACAGTTCTT 

DNA32292 1321 TGTAATAAAATTGACCATTGTAGGTAATCAGGAGGAAAAAAAAA 

P_AAF60360 1321 TGTAATAAAATTGACCATTGTAGGTAATCAGGAGGAAAAAAAAA 

>4 P_AAZ93700 PR0211 DNA32292-1131 . (1364 bp) [1 seg] 
Score = 1364 (2704 bits), Expect = 0.0 

Identities - 1364/1364 (100%), at 1,1-1364,1364, Strand +/+ 



1 GGCCGGAGCAGCACGGCCGCAGGACCTGGAGCTCCGGCTGCGTCTTCCCGCAGCGCTACC 



1 GGCCGGAGCAGCACGGCCGCAGGACCTGGAGCTCCGGCTGCGTCTTCCCGCAGCGCTACC 
61 CGCCATGCGCCTGCCGCGCCGGGCCGCGCTGGGGCTCCTGCCGCTTCTGCTGCTGCTGCC 
61 CGCCATGCGCCTGCCGCGCCGGGCCGCGCTGGGGCTCCTGCCGCTTCTGCTGCTGCTGCC 
121 GCCCGCGCCGGAGGCCGCCAAGAAGCCGACGCCCTGCCACCGGTGCCGGGGGCTGGTGGA 
121 GCCCGCGCCGGAGGCCGCCAAGAAGCCGACGCCCTGCCACCGGTGCCGGGGGCTGGTGGA 
181 CAAGTTTAACCAGGGGATGGTGGACACCGCAAAGAAGAACTTTGGCGGCGGGAACACGGC 
181 CAAGTTTAACCAGGGGATGGTGGACACCGCAAAGAAGAACTTTGGCGGCGGGAACACGGC 
24 1 TTGGGAGGAAAAGACGCTGTCCAAGTACGAGTCCAGCGAGATTCGCCTGCTGGAGATCCT 
241 TTGGGAGGAAAAGACGCTGTCCAAGTACGAGTCCAGCGAGATTCGCCTGCTGGAGATCCT 
301 GGAGGGGCTGTGCGAGAGCAGCGACTTCGAATGCAATCAGATGCTAGAGGCGCAGGAGGA 



DNA32292 361 GCACCTGGAGGCCTGGTGGCTGCAGCTGAAGAGCGAATATCCTGACTTATTCGAGTGGTT 

+ + + + + + + + + * + + + jt+** + + + *+ +*** + + r+ + * + +i-+ + * + + * + + + + * + + *+ * + + + + 

P AAZ93700 361 GCACCTGGAGGCCTGGTGGCTGCAGCTGAAGAGCGAATATCCTGACTTATTCGAGTGGTT 



DNA32292 



421 



TTGTGTGAAGACACTGAAAGTGTGCTGCTCTCCAGGAACCTACGGTCCCGACTGTCTCGC 



P_AAZ937 00 4 21 TTGTGTGAAGACACTGAAAGTGTGCTGCTCTCCAGGAACCTACGGTCCCGACTGTCTCGC 

DNA322 92 4 81 ATGCCAGGGCGGATCCCAGAGGCCCTGCAGCGGGAATGGCCACTGCAGCGGAGATGGGAG 

P_AAZ 93700 481 ATGCCAGGGCGGATCCCAGAGGCCCTGC AGCGGG AATGGCC ACTGC AGCGGAG ATGGGAG 

DNA32292 541 CAGACAGGGCGACGGGTCCTGCCGGTGCCACATGGGGTACCAGGGCCCGCTGTGCACTGA 

P_AAZ937 00 541 CAGACAGGGCGACGGGTCCTGCCGGTGCCACATGGGGTACCAGGGCCCGCTGTGCACTGA 

DNA32292 601 CTGCATGGACGGCTACTTCAGCTCGCTCCGGAACGAGACCCACAGCATCTGCACAGCCTG 

P^AAZ 9 37 00 601 CTGCATGGACGGCTACTTCAGCTCGCTCCGGAACGAGACCCACAGCATCTGCACAGCCTG 

DNA32 292 661 TGACGAGTCCTGCAAGACGTGCTCGGGCCTG ACCAACAGAGACTGCGGCGAGTGTGAAGT 

P_AAZ 93700 661 TGACGAGTCCTGCAAGACGTGCTCGGGCCTGACCAACAGAGACTGCGGCGAGTGTGAAGT 

DNA322 92 721 GGGCTGGGTGCTGGACGAGGGCGCCTGTGTGGATGTGGACGAGTGTGCGGCCGAGCCGCC 

P_AAZ 93700 721 GGGCTGGGTGCTGGACGAGGGCGCCTGTGTGGATGTGGACGAGTGTGCGGCCGAGCCGCC 

DNA32292 781 TCCCTGCAGCGCTGCGCAGTTCTGTAAGAACGCCAACGGCTCCTACACGTGCGAAGAGTG 

P_AAZ937 00 781 TCCCTGCAGCGCTGCGCAGTTCTGTAAGAACGCCAACGGCTCCTACACGTGCGAAGAGTG 

DNA32292 841 TGACTCCAGCTGTGTGGGCTGCACAGGGGAAGGCCCAGGAAACTGTAAAGAGTGTATCTC 

P_AAZ93700 841 TGACTCCAGCTGTGTGGGCTGCACAGGGGAAGGCCCAGGAAACTGTAAAGAGTGTATCTC 

DNA32292 901 TGGCTACGCGAGGGAGCACGGACAGTGTGCAGATGTGGACGAGTGCTCACTAGCAGAAAA 

P_AAZ 93700 901 TGGCT ACGCGAGGGAGCACGG AC AGTGTGC AG ATGTGGACGAGTGCTCACT AGCAGAAAA 

DNA322 92 961 AACCTGTGTGAGGAAAAACGAAAACTGCTACAATACTCCAGGGAGCTACGTCTGTGTGTG 

P AAZ93700 961 AACCTGTGTGAGGAAAAACGAAAACTGCTACAATACTCCAGGGAGCTACGTCTGTGTGTG 

DNA322 92 1021 TCCTGACGGCTTCGAAGAAACGGAAGATGCCTGTGTGCCGCCGGCAGAGGCTGAAGCCAC 

P_AAZ937 00 1021 TCCTGACGGCTTCGAAGAAACGGAAGATGCCTGTGTGCCGCCGGCAGAGGCTGAAGCCAC 

DNA32292 1081 AGAAGGAGAAAGCCCGACACAGCTGCCCTCCCGCGAAGACCTGTAATGTGCCGGACTTAC 

P_AAZ93700 1081 AGAAGGAGAAAGCCCGACACAGCTGCCCTCCCGCGAAGACCTGTAATGTGCCGGACTTAC 

DNA322 92 1141 CCTTTAAATTATTCAGAAGGATGTCCCGTGGAAAATGTGGCCCTGAGGATGCCGTCTCCT 
** + + + 4- + + + + + + + + + * + + * + + + + + + + 

P_AAZ93700 1141 CCTTTAAATTATTCAGAAGGATGTCCCGTGGAAAATGTGGCCCTGAGGATGCCGTCTCCT 

DNA32292 1201 GCAGTGGACAGCGGCGGGGAGAGGCTGCCTGCTCTCTAACGGTTGATTCTCATTTGTCCC 

P_AAZ937 00 1201 GCAGTGGACAGCGGCGGGGAGAGGCTGCCTGCTCTCTAACGGTTGATTCTCATTTGTCCC 

DNA32292 12 61 TTAAACAGCTGCATTTCTTGGTTGTTCTTAAACAGACTTGTATATTTTGATACAGTTCTT 

+ + + +lt . + + 4. + + ++ + + 4. 4. 4. 4.4.4.4.4,4.4.4. 4. 4. 4. 4. 4. 4. 4.4.4.4-4.4.4.4.4.4.4.4.4.4.4.4.4.4.4.4. 4. ^4.4.4.4.4.4. 4. 

P AAZ93700 1261 TTAAACAGCTGCATTTCTTGGTTGTTCTTAAACAGACTTGTATATTTTGATACAGTTCTT 



DNA32292 1321 TGTAATAAAATTGACCATTGTAGGTAATCAGGAGGAAAAAAAAA 
P AAZ93700 1321 TGTAATAAAATTGACCATTGTAGGTAATCAGGAGGAAAAAAAAA 



>5 P_AAA30040 Human PR0211 nucleotide sequence. (1364 bp) [1 seg] 
Score = 1364 (2704 bits), Expect =0.0 

Identities = 1364/1364 (100%), at 1,1-1364,1364, Strand + / + 

DNA32292 1 GGCCGGAGCAGCACGGCCGCAGGACCTGGAGCTCCGGCTGCGTCTTCCCGCAGCGCTACC 

P_AAA3004 0 1 GGCCGGAGCAGCACGGCCGCAGGACCTGGAGCTCCGGCTGCGTCTTCCCGCAGCGCTACC 

DNA32292 61 CGCCATGCGCCTGCCGCGCCGGGCCGCGCTGGGGCTCCTGCCGCTTCTGCTGCTGCTGCC 

P_AAA3004 0 61 CGCCATGCGCCTGCCGCGCCGGGCCGCGCTGGGGCTCCTGCCGCTTCTGCTGCTGCTGCC 

DNA32292 121 GCCCGCGCCGGAGGCCGCCAAGAAGCCGACGCCCTGCCACCGGTGCCGGGGGCTGGTGGA 

P_AAA3004 0 121 GCCCGCGCCGGAGGCCGCCAAGAAGCCGACGCCCTGCCACCGGTGCCGGGGGCTGGTGGA 

DNA32292 181 CAAGTTTAACCAGGGGATGGTGGACACCGCAAAGAAGAACTTTGGCGGCGGGAACACGGC 

P_AAA3004 0 181 CAAGTTTAACCAGGGGATGGTGGACACCGCAAAGAAGAACTTTGGCGGCGGGAACACGGC 

DNA322 92 241 TTGGGAGGAAAAGACGCTGTCCAAGTACGAGTCCAGCGAGATTCGCCTGCTGGAGATCCT 

P_AAA3004 0 24 1 TTGGGAGGAAAAGACGCTGTCCAAGTACGAGTCCAGCGAGATTCGCCTGCTGGAGATCCT 

DNA32292 301 GGAGGGGCTGTGCGAGAGCAGCGACTTCGAATGCAATCAGATGCTAGAGGCGCAGGAGGA 

P_AAA30040 301 GGAGGGGCTGTGCGAGAGCAGCGACTTCGAATGCAATCAGATGCTAGAGGCGCAGGAGGA 

DNA32292 361 GCACCTGGAGGCCTGGTGGCTGCAGCTGAAGAGCGAATATCCTGACTTATTCGAGTGGTT 

P_AAA3004 0 361 GCACCTGGAGGCCTGGTGGCTGCAGCTGAAGAGCGAATATCCTGACTTATTCGAGTGGTT 

DNA322 92 4 21 TTGTGTGAAGACACTGAAAGTGTGCTGCTCTCCAGGAACCTACGGTCCCGACTGTCTCGC 

P_AAA3004 0 421 TTGTGTGAAGACACTGAAAGTGTGCTGCTCTCCAGGAACCTACGGTCCCGACTGTCTCGC 

DNA32292 481 ATGCCAGGGCGGATCCCAGAGGCCCTGCAGCGGGAATGGCCACTGCAGCGGAGATGGGAG 

P_AAA3004 0 4 81 ATGCCAGGGCGGATCCCAGAGGCCCTGCAGCGGGAATGGCCACTGCAGCGGAGATGGGAG 

DNA32292 54 1 CAGACAGGGCGACGGGTCCTGCCGGTGCCACATGGGGTACCAGGGCCCGCTGTGCACTGA 

P_AAA3004 0 541 CAGACAGGGCGACGGGTCCTGCCGGTGCCACATGGGGTACCAGGGCCCGCTGTGCACTGA 

DNA32292 601 CTGCATGGACGGCTACTTCAGCTCGCTCCGGAACGAGACCCACAGCATCTGCACAGCCTG 
4- + + 4- + ** + + + + + + + + * + + 4- + +*- + + + ~4-+-^ 

P_AAA3004 0 601 CTGCATGGACGGCTACTTCAGCTCGCTCCGGAACGAGACCCACAGCATCTGCACAGCCTG 

DNA32292 661 TGACGAGTCCTGCAAGACGTGCTCGGGCCTGACCAACAGAGACTGCGGCGAGTGTGAAGT 

4 r + 4-4-4-* + + + + + 4-4- + + + * + + + + *+ 4-+4- + + ^ 

P AAA3004 0 661 TGACGAGTCCTGCAAGACGTGCTCGGGCCTGACCAACAGAGACTGCGGCGAGTGTGAAGT 



DNA32292 721 GGGCTGGGTGCTGGACGAGGGCGCCTGTGTGGATGTGGACGAGTGTGCGGCCGAGCCGCC 

P_AAA3004 0 721 GGGCTGGGTGCTGGACGAGGGCGCCTGTGTGGATGTGGACGAGTGTGCGGCCGAGCCGCC 

DNA322 92 7 81 TCCCTGCAGCGCTGCGCAGTTCTGTAAGAACGCCAACGGCTCCTACACGTGCGAAGAGTG 

P_AAA30040 781 TCCCTGCAGCGCTGCGCAGTTCTGTAAGAACGCCAACGGCTCCTACACGTGCGAAGAGTG 

DNA32292 841 TGACTCCAGCTGTGTGGGCTGCACAGGGGAAGGCCCAGGAAACTGTAAAGAGTGTATCTC 

P_AAA3004 0 841 TGACTCCAGCTGTGTGGGCTGCACAGGGGAAGGCCCAGGAAACTGTAAAGAGTGTATCTC 

DNA32292 901 TGGCTACGCGAGGGAGCACGGACAGTGTGCAGATGTGGACGAGTGCTCACTAGCAGAAAA 

P_AAA3004 0 901 TGGCTACGCGAGGGAGCACGGACAGTGTGCAGATGTGGACGAGTGCTCACTAGCAGAAAA 

DNA32292 961 AACCTGTGTGAGGAAAAACGAAAACTGCTACAATACTCCAGGGAGCTACGTCTGTGTGTG 

P_AAA3004 0 961 AACCTGTGTGAGGAAAAACGAAAACTGCTACAATACTCCAGGGAGCTACGTCTGTGTGTG 

DNA322 92 1021 TCCTGACGGCTTCGAAGAAACGGAAGATGCCTGTGTGCCGCCGGCAGAGGCTGAAGCCAC 

P_AAA3004 0 1021 TCCTGACGGCTTCGAAGAAACGGAAGATGCCTGTGTGCCGCCGGCAGAGGCTGAAGCCAC 

DNA32292 1081 AGAAGGAGAAAGCCCGACACAGCTGCCCTCCCGCGAAGACCTGTAATGTGCCGGACTTAC 

P_AAA3004 0 1081 AGAAGGAGAAAGCCCGACACAGCTGCCCTCCCGCGAAGACCTGTAATGTGCCGGACTTAC 

DNA32292 1141 CCTTTAAATTATTCAGAAGGATGTCCCGTGGAAAATGTGGCCCTGAGGATGCCGTCTCCT 

P_AAA3 0040 1141 CCTTTAAATTATTCAGAAGGATGTCCCGTGG AAAATGTGGCCCTG AGGATGCCGTCTCCT 

DNA32292 1201 GCAGTGGACAGCGGCGGGGAGAGGCTGCCTGCTCTCTAACGGTTGATTCTCATTTGTCCG 

P_AAA3 0040 1201 GCAGTGGACAGCGGCGGGGAG AGGCTGCCTGCTCTCT AACGGTTG ATTCTC ATTTGTCCC 

DNA322 92 1261 TTAAACAGCTGCATTTCTTGGTTGTTCTTAAACAGACTTGTATATTTTGATACAGTTCTT 

P_AAA3004 0 1261 TTAAACAGCTGCATTTCTTGGTTGTTCTTAAACAGACTTGTATATTTTGATACAGTTCTT 

DNA32292 1321 TGTAATAAAATTGACCATTGTAGGTAATCAGGAGGAAAAAAAAA 
+ + + + + + + + + + * + + + + + + + + + + + + + + + + + + + + + + + + + 

P_AAA3004 0 1321 TGTAATAAAATTGACCATTGTAGGTAATCAGGAGGAAAAAAAAA 

>6 P_AAA54089 PR0211 cDNA. (1364 bp) [1 seg] 
Score = 1364 (2704 bits), Expect = 0.0 

Identities = 1364/1364 (100%), at 1,1-1364,1364, Strand + / + 

DNA32292 1 GGCCGGAGCAGCACGGCCGCAGGACCTGGAGCTCCGGCTGCGTCTTCCCGCAGCGCTACC 

+ * + + + + + + + + + * + + + + + + + + + + + + * + + + + + + + * + + * + + + 

P_AAA5 4 089 1 GGCCGGAGCAGCACGGCCGCAGGACCTGGAGCTCCGGCTGCGTCTTCCCGCAGCGCTACC 

DNA32292 61 CGCCATGCGCCTGCCGCGCCGGGCCGCGCTGGGGCTCCTGCCGCTTCTGCTGCTGCTGCC 

^ V -i- -i- + + + + + + + ^ + 4. + . fr + , t++ + . i . + 4. + + .j l . + 4.4. + + + ++ + + + + + + + . + + +4 .4. + + + 4 . + + + + 

P_AAA54 08 9 61 CGCCATGCGCCTGCCGCGCCGGGCCGCGCTGGGGCTCCTGCCGCTTCTGCTGCTGCTGCC 
DNA322 92 121 GCCCGCGCCGGAGGCCGCCAAGAAGCCGACGCCCTGCCACCGGTGCCGGGGGCTGGTGGA 
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DNA32292 



121 GCCCGCGCCGGAGGCCGCCAAGAAGCCGACGCCCTGCCACCGGTGCCGGGGGCTGGTGGA 

181 CAAGTTTAACCAGGGGATGGTGGACACCGCAAAGAAGAACTTTGGCGGCGGGAACACGGC 

181 CAAGTTTAACCAGGGGATGGTGGACACCGCAAAGAAGAACTTTGGCGGCGGGAACACGGC 

241 TTGGGAGGAAAAGACGCTGTCCAAGTACGAGTCCAGCGAGATTCGCCTGCTGGAGATCCT 

241 TTGGGAGGAAAAGACGCTGTCCAAGTACGAGTCCAGCGAGATTCGCCTGCTGGAGATCCT 

301 GGAGGGGCTGTGCGAGAGCAGCGACTTCGAATGCAATCAGATGCTAGAGGCGCAGGAGGA 

301 GGAGGGGCTGTGCGAGAGCAGCGACTTCGAATGCAATCAGATGCTAGAGGCGCAGGAGGA 

361 GCACCTGGAGGCCTGGTGGCTGCAGCTGAAGAGCGAATATCCTGACTTATTCGAGTGGTT 
************************+*++****+**** 

361 GCACCTGGAGGCCTGGTGGCTGCAGCTGAAGAGCGAATATCCTGACTTATTCGAGTGGTT 
4 21 TTGTGTGAAGACACTGAAAGTGTGCTGCTCTCCAGGAACCTACGGTCCCGACTGTCTCGC 
4 21 TTGTGTGAAGACACTGAAAGTGTGCTGCTCTCCAGGAACCTACGGTCCCGACTGTCTCGC 
4 81 ATGCCAGGGCGGATCCCAGAGGCCCTGCAGCGGGAATGGCCACTGCAGCGGAGATGGGAG 
4 81 ATGCCAGGGCGGATCCCAGAGGCCCTGCAGCGGGAATGGCCACTGCAGCGGAGATGGGAG 
541 CAGACAGGGCGACGGGTCCTGCCGGTGCCACATGGGGTACCAGGGCCCGCTGTGCACTGA 
541 CAGACAGGGCGACGGGTCCTGCCGGTGCCACATGGGGTACCAGGGCCCGCTGTGCACTGA 
601 CTGCATGGACGGCTACTTCAGCTCGCTCCGGAACGAGACCCACAGCATCTGCACAGCCTG 
601 CTGCATGGACGGCTACTTCAGCTCGCTCCGGAACGAGACCCACAGCATCTGCACAGCCTG 
661 TGACGAGTCCTGCAAGACGTGCTCGGGCCTGACCAACAGAGACTGCGGCGAGTGTGAAGT 
661 TGACGAGTCCTGCAAG ACGTGCTCGGGCCTGACCAACAGAG ACTGCGGCGAGTGTGAAGT 
721 GGGCTGGGTGCTGGACGAGGGCGCCTGTGTGGATGTGGACGAGTGTGCGGCCGAGCCGCC 
721 GGGCTGGGTGCTGGACGAGGGCGCCTGTGTGGATGTGGACGAGTGTGCGGCCGAGCCGCC 
7 81 TCCCTGCAGCGCTGCGCAGTTCTGTAAGAACGCCAACGGCTCCTACACGTGCGAAGAGTG 
781 TCCCTGCAGCGCTGCGCAGTTCTGTAAGAACGCCAACGGCTCCTACACGTGCGAAGAGTG 
841 TGACTCCAGCTGTGTGGGCTGCACAGGGGAAGGCCCAGGAAACTGTAAAGAGTGTATCTC 
841 TGACTCCAGCTGTGTGGGCTGCACAGGGGAAGGCCCAGGAAACTGTAAAGAGTGTATCTC 
901 TGGCTACGCGAGGGAGCACGGACAGTGTGCAGATGTGGACGAGTGCTCACTAGCAGAAAA 
901 TGGCTACGCGAGGGAGCACGGACAGTGTGCAGATGTGGACGAGTGCTCACTAGCAGAAAA 
961 AACCTGTGTGAGG AAAAACG AAAACTGCTAC AAT ACTCCAGGGAGCTACGTCTGTGTGTG 



P_AAA5 4 089 961 AACCTGTGTGAGGAAAAACGAAAACTGCTACAATACTCCAGGG AGCTACGTCTGTGTGTG 

DNA322 92 1021 TCCTGACGGCTTCGAAGAAACGGAAGATGCCTGTGTGCCGCCGGCAGAGGCTGAAGCCAC 

P_AAA5 4089 1021 TCCTGACGGCTTCGAAGAAACGGAAGATGCCTGTGTGCCGCCGGCAGAGGCTGAAGCCAC 

DNA32292 1081 AGAAGGAGAAAGCCCGACACAGCTGCCCTCCCGCGAAGACCTGTAATGTGCCGGACTTAC 

P_AAA5 4089 1081 AGAAGGAGAAAGCCCGACACAGCTGCCCTCCCGCGAAGACCTGTAATGTGCCGGACTTAC 

DNA32292 1141 CCTTTAAATTATTCAGAAGGATGTCCCGTGGAAAATGTGGCCCTGAGGATGCCGTCTCCT 

P_AAA54 089 1141 CCTTTAAATTATTCAGAAGGATGTCCCGTGGAAAATGTGGCCCTGAGGATGCCGTCTCCT 

DNA32 2 92 1201 GCAGTGGACAGCGGCGGGGAGAGGCTGCCTGCTCTCTAACGGTTGATTCTCATTTGTCCC 

P_AAA5 4089 1201 GCAGTGGACAGCGGCGGGGAGAGGCTGCCTGCTCTCTAACGGTTGATTCTCATTTGTCCC 

DNA32292 1261 TTAAACAGCTGCATTTCTTGGTTGTTCTTAAACAGACTTGTATATTTTGATACAGTTCTT 

P_AAA5 4089 1261 TTAAACAGCTGCATTTCTTGGTTGTTCTTAAACAGACTTGT ATATTTTGATACAGTTCTT 

DNA32292 1321 TGTAATAAAATTGACCATTGTAGGTAATCAGGAGGAAAAAAAAA 

P_AAA54 08 9 1321 TGTAATAAAATTGACCATTGTAGGTAATCAGGAGGAAAAAAAAA 

>7 P_AAX28433 EGF-like homologue PR0211 coding sequence. DNA, PAT 22-JUN-1999 
(1364 bp) [1 seg] 

Score - 1364 (2704 bits), Expect = 0.0 

Identities = 1364/1364 (100%), at 1,1-1364,1364, Strand + / + 

DNA32292 1 GGCCGGAGCAGCACGGCCGCAGGACCTGGAGCTCCGGCTGCGTCTTCCCGCAGCGCTACC 

P_AAX284 33 1 GGCCGGAGCAGCACGGCCGCAGGACCTGGAGCTCCGGCTGCGTCTTCCCGCAGCGCTACC 

DNA322 92 61 CGCCATGCGCCTGCCGCGCCGGGCCGCGCTGGGGCTCCTGCCGCTTCTGCTGCTGCTGCC 

P_AAX284 33 61 CGCCATGCGCCTGCCGCGCCGGGCCGCGCTGGGGCTCCTGCCGCTTCTGCTGCTGCTGCC 

DNA322 92 121 GCCCGCGCCGGAGGCCGCCAAGAAGCCGACGCCCTGCCACCGGTGCCGGGGGCTGGTGGA 

P_AAX2 8 4 33 121 GCCCGCGCCGG AGGCCGCC AAGAAGCCGACGCCCTGCCACCGGTGCCGGGGGCTGGTGGA 

DNA32292 181 CAAGTTTAACCAGGGGATGGTGGACACCGCAAAGAAGAACTTTGGCGGCGGGAACACGGC 

P_AAX2 8 4 33 181 CAAGTTTAACCAGGGG ATGGTGGACACCGCAAAGAAGAACTTTGGCGGCGGGAACACGGC 

DNA32292 241 TTGGGAGGAAAAGACGCTGTCCAAGTACGAGTCCAGCGAGATTCGCCTGCTGGAGATCCT 

P_AAX28433 24 1 TTGGGAGGAAAAGACGCTGTCCAAGTACGAGTCCAGCGAGATTCGCCTGCTGGAGATCCT 

DNA32292 301 GGAGGGGCTGTGCGAGAGCAGCGACTTCGAATGCAATCAGATGCTAGAGGCGCAGGAGGA 
+ + + + + + ^. + + + + + ± + ± + + ± + ± + + + + + + + + + + + + + + + ± + ± + + + ± + + + ^ + + + + + ± 

P__AAX284 33 301 GGAGGGGCTGTGCGAGAGCAGCGACTTCGAATGCAATCAGATGCTAGAGGCGCAGGAGGA 

DNA32292 361 GCACCTGGAGGCCTGGTGGCTGCAGCTGAAGAGCGAATATCCTGACTTATTCGAGTGGTT 



P AAX28433 



361 GCACCTGGAGGCCTGGTGGCTGCAGCTGAAGAGCGAATATCCTGACTTATTCGAGTGGTT 



DNA32292 421 TTGTGTGAAGACACTGAAAGTGTGCTGCTCTCCAGGAACCTACGGTCCCGACTGTCTCGC 

P_AAX2 8 4 33 4 21 TTGTGTGAAGACACTGAAAGTGTGCTGCTCTCCAGGAACCTACGGTCCCGACTGTCTCGC 

DNA32292 481 ATGCCAGGGCGGATCCCAGAGGCCCTGCAGCGGGAATGGCCACTGCAGCGGAGATGGGAG 

P_AAX284 33 4 81 ATGCCAGGGCGGATCCCAGAGGCCCTGCAGCGGGAATGGCCACTGCAGCGGAGATGGGAG 

DNA32292 541 CAGACAGGGCGACGGGTCCTGCCGGTGCCACATGGGGTACCAGGGCCCGCTGTGCACTGA 

P_AAX284 33 541 CAGACAGGGCGACGGGTCCTGCCGGTGCCACATGGGGTACCAGGGCCCGCTGTGCACTGA 

DNA32292 601 CTGCATGGACGGCTACTTCAGCTCGCTCCGGAACGAGACCCACAGCATCTGCACAGCCTG 

P_AAX284 33 601 CTGCATGGACGGCTACTTCAGCTCGCTCCGGAACGAGACCCACAGCATCTGCACAGCCTG 

DNA32292 661 TGACGAGTCCTGCAAGACGTGCTCGGGCCTGACCAACAGAGACTGCGGCGAGTGTGAAGT • 

P_AAX284 33 661 TGACGAGTCCTGCAAGACGTGCTCGGGCCTGACCAACAGAGACTGCGGCGAGTGTGAAGT 

DNA322 92 721 GGGCTGGGTGCTGGACGAGGGCGCCTGTGTGGATGTGGACGAGTGTGCGGCCGAGCCGCC 

P_AAX2 8 4 33 7 21 GGGCTGGGTGCTGGACGAGGGCGCCTGTGTGGATGTGGACGAGTGTGCGGCCGAGCCGCC 

DNA322 92 781 TCCCTGCAGCGCTGCGCAGTTCTGTAAGAACGCCAACGGCTCCTACACGTGCGAAGAGTG 

P_AAX284 33 781 TCCCTGCAGCGCTGCGCAGTTCTGTAAGAACGCCAACGGCTCCTACACGTGCGAAGAGTG 

DNA322 92 841 TGACTCCAGCTGTGTGGGCTGCACAGGGGAAGGCCCAGGAAACTGTAAAGAGTGTATCTC 

P_AAX284 33 841 TGACTCCAGCTGTGTGGGCTGCACAGGGGAAGGCCCAGGAAACTGTAAAGAGTGTATCTC 

DNA32292 901 TGGCTACGCGAGGGAGCACGGACAGTGTGCAGATGTGGACGAGTGCTCACTAGCAGAAAA 

P_AAX284 33 901 TGGCTACGCGAGGGAGCACGGACAGTGTGCAGATGTGGACGAGTGCTCACTAGCAGAAAA 

DNA322 92 961 AACCTGTGTGAGGAAAAACGAAAACTGCTACAATACTCCAGGGAGCTACGTCTGTGTGTG 

P_AAX2 8 4 33 961 AACCTGTGTGAGGAAAAACGAAAACTGCTACAAT ACTCCAGGGAGCT ACGTCTGTGTGTG 

DNA32292 1021 TCCTGACGGCTTCGAAGAAACGGAAGATGCCTGTGTGCCGCCGGCAGAGGCTGAAGCCAC 

P_AAX284 33 1021 TCCTGACGGCTTCGAAGAAACGGAAGATGCCTGTGTGCCGCCGGCAGAGGCTGAAGCCAC 

DNA32292 1081 AGAAGGAGAAAGCCCGACACAGCTGCCCTCCCGCGAAGACCTGTAATGTGCCGGACTTAC 

P_AAX2 8 4 33 1081 AG AAGG AG AAAGCCCG ACAC AGCTGCCCTCCCGCGAAGACCTGT AATGTGCCGG ACTT AC 

DNA322 92 1141 CCTTTAAATTATTCAGAAGGATGTCCCGTGGAAAATGTGGCCCTGAGGATGCCGTCTCCT 

P_AAX2 8 4 33 1141 CCTTTAAATTATTCAGAAGGATGTCCCGTGGAAAATGTGGCCCTGAGGATGCCGTCTCCT 

DNA32 2 92 1201 GCAGTGGACAGCGGCGGGGAGAGGCTGCCTGCTCTCTAACGGTTGATTCTCATTTGTCCC 

P AAX284 33 1201 GCAGTGGACAGCGGCGGGGAGAGGCTGCCTGCTCTCTAACGGTTGATTCTCATTTGTCCC 



DNA32292 1261 TTAAACAGCTGCATTTCTTGGTTGTTCTTAAACAGACTTGTATATTTTGATACAGTTCTT 
P_AAX284 33 1261 TTAAACAGCTGCATTTCTTGGTTGTTCTTAAACAGACTTGTATATTTTGATACAGTTCTT 

DNA32292 1321 TGTAATAAAATTGACCATTGTAGGTAATCAGGAGGAAAAAAAAA 
P_AAX284 33 1321 TGTAATAAAATTGACCATTGTAGGTAATCAGGAGGAAAAAAAAA 

>8 P_AAX52213 Protein PR0211 cDNA clone DNA32292-1 131 . DNA, PAT 25-JUN-1999 
(1364 bp) [1 seg] 

Score = 1364 (2704 bits), Expect = 0.0 

Identities = 1364/1364 (100%), at 1,1-1364,1364, Strand +/+ 

DNA322 92 1 GGCCGGAGCAGCACGGCCGCAGGACCTGGAGCTCCGGCTGCGTCTTCCCGCAGCGCTACC 

P_AAX52213 1 GGCCGGAGCAGCACGGCCGCAGGACCTGGAGCTCCGGCTGCGTCTTCCCGCAGCGCTACC 

DNA322 92 61 CGCCATGCGCCTGCCGCGCCGGGCCGCGCTGGGGCTCCTGCCGCTTCTGCTGCTGCTGCC 
P_AAX52213 61 CGCCATGCGCCTGCCGCGCCGGGCCGCGCTGGGGCTCCTGCCGCTTCTGCTGCTGCTGCC 

DNA32292 121 GCCCGCGCCGGAGGCCGCCAAGAAGCCGACGCCCTGCCACCGGTGCCGGGGGCTGGTGGA 
P_AAX52213 121 GCCCGCGCCGGAGGCCGCCAAGAAGCCGACGCCCTGCCACCGGTGCCGGGGGCTGGTGGA 

DNA322 92 181 CAAGTTTAACCAGGGGATGGTGGACACCGCAAAGAAGAACTTTGGCGGCGGGAACACGGC 

P_AAX52213 181 CAAGTTTAACCAGGGGATGGTGGACACCGCAAAGAAGAACTTTGGCGGCGGGAACACGGC 

DNA32292 241 TTGGGAGGAAAAGACGCTGTCCAAGTACGAGTCCAGCGAGATTCGCCTGCTGGAGATCCT 
+ * + + ** + + + 4r + ** + * + * + + + + + ^ 

P_AAX52213 24 1 TTGGGAGGAAAAGACGCTGTCCAAGTACGAGTCCAGCGAGATTCGCCTGCTGGAGATCCT 

DNA32292 301 GGAGGGGCTGTGCGAGAGCAGCGACTTCGAATGCAATCAGATGCTAGAGGCGCAGGAGGA 

P_AAX52213 301 GGAGGGGCTGTGCGAGAGCAGCGACTTCGAATGCAATCAGATGCTAGAGGCGCAGGAGGA 

DNA32292 361 GCACCTGGAGGCCTGGTGGCTGCAGCTGAAGAGCGAATATCCTGACTTATTCGAGTGGTT 

P_AAX52213 361 GCACCTGGAGGCCTGGTGGCTGCAGCTGAAGAGCGAATATCCTGACTTATTCGAGTGGTT 

DNA32292 4 21 TTGTGTGAAGACACTGAAAGTGTGCTGCTCTCCAGGAACCTACGGTCCCGACTGTCTCGC 
+ + + + + + + + + + *4- + + 4.* + + + + + ^ 

P_AAX52213 421 TTGTGTGAAGACACTGAAAGTGTGCTGCTCTCCAGGAACCTACGGTCCCGACTGTCTCGC 
DNA322 92 4 81 ATGCCAGGGCGGATCCCAGAGGCCCTGCAGCGGGAATGGCCACTGCAGCGGAGATGGGAG 

+ * + + + * + *** + + + 4- + + + * + + + + + ^ 

P_AAX52213 481 ATGCCAGGGCGGATCCCAGAGGCCCTGCAGCGGGAATGGCCACTGCAGCGGAGATGGGAG 
DNA32292 541 CAGACAGGGCGACGGGTCCTGCCGGTGCCACATGGGGTACCAGGGCCCGCTGTGCACTGA 

+ + + + + + + + + + + + + * + + + + + + ^ 

P_AAX52213 541 CAGACAGGGCGACGGGTCCTGCCGGTGCCACATGGGGTACCAGGGCCCGCTGTGCACTGA 
DNA32292 601 CTGCATGGACGGCTACTTCAGCTCGCTCCGGAACGAGACCCACAGCATCTGCACAGCCTG 
P AAX52213 601 CTGCATGGACGGCTACTTCAGCTCGCTCCGGAACGAGACCCACAGCATCTGCACAGCCTG 



DNA32 292 661 TGACGAGTCCTGCAAGACGTGCTCGGGCCTGACCAACAGAGACTGCGGCGAGTGTGAAGT 

P_AAX52213 661 -TGACGAGTCCTGCAAGACGTGCTCGGGCCTGACCAACAGASACTGCGGCGAGTGTGAAGT 

DNA32292 721 GGGCTGGGTGCTGGACGAGGGCGCCTGTGTGGATGTGGACGAGTGTGCGGCCGAGCCGCC 

P_AAX5 2 213 7 21 GGGCTGGGTGCTGGACGAGGGCGCCTGTGTGGATGTGGACGAGTGTGCGGCCGAGCCGCC 

DNA32292 781 TCCCTGCAGCGCTGCGCAGTTCTGTAAGAACGCCAACGGCTCCTACACGTGCGAAGAGTG 

P_AAX5 22 1 3 7 81 TCCCTGCAGCGCTGCGCAGTTCTGTAAGAACGCCAACGGCTCCTACACGTGCGAAGAGTG 

DNA32292 841 TGACTCCAGCTGTGTGGGCTGCACAGGGGAAGGCCCAGGAAACTGTAAAGAGTGTATCTC 

P_AAX52 2 13 841 TGACTCCAGCTGTGTGGGCTGCACAGGGGAAGGCCCAGGAAACTGTAAAGAGTGTATCTC 

DNA32292 901 TGGCTACGCGAGGGAGCACGGACAGTGTGCAGATGTGGACGAGTGCTCACTAGCAGAAAA 

P_AAX 52213 901 TGGCTACGCGAGGGAGCACGGACAGTGTGCAGATGTGGACGAGTGCTCACTAGCAGAAAA 

DNA322 92 961 AACCTGTGTGAGGAAAAACGAAAACTGCTACAATACTCCAGGGAGCTACGTCTGTGTGTG 

P_AAX52213 961 AACCTGTGTGAGGAAAAACGAAAACTGCTACAATACTCCAGGGAGCTACGTCTGTGTGTG 

DNA32292 1021 TCCTGACGGCTTCGAAGAAACGGAAGATGCCTGTGTGCCGCCGGCAGAGGCTGAAGCCAC 

P_AAX52213 1021 TCCTGACGGCTTCGAAGAAACGGAAGATGCCTGTGTGCCGCCGGCAGAGGCTGAAGCCAC 

DNA322 92 1081 AGAAGGAGAAAGCCCGACACAGCTGCCCTCCCGCGAAGACCTGTAATGTGCCGGACTTAC 

P_AAX52213 1081 AGAAGGAGAAAGCCCGACACAGCTGCCCTCCCGCGAAGACCTGTAATGTGCCGGACTTAC 

DNA322 92 1141 CCTTTAAATTATTCAGAAGGATGTCCCGTGGAAAATGTGGCCCTGAGGATGCCGTCTCCT 

P_AAX522 1 3 1141 CCTTTAAATTATTCAGAAGGATGTCCCGTGGAAAATGTGGCCCTGAGGATGCCGTCTCCT 

DNA32292 1201 GCAGTGGACAGCGGCGGGGAGAGGCTGCCTGCTCTCTAACGGTTGATTCTCATTTGTCCC 

P_AAX52213 1201 GCAGTGGACAGCGGCGGGGAGAGGCTGCCTGCTCTCTAACGGTTGATTCTCATTTGTCCC 

DNA32292 1261 TTAAACAGCTGCATTTCTTGGTTGTTCTTAAACAGACTTGTATATTTTGATACAGTTCTT 

P_AAX5 2 213 1261 TTAAACAGCTGCATTTCTTGGTTGTTCTTAAACAGACTTGTATATTTTGATACAGTTCTT 

DNA32292 1321 TGTAATAAAATTGACCATTGTAGGTAATCAGGAGGAAAAAAAAA 

+ * + + + + + + + + + + + + + + + + * + + + * + + * + * + + + + + + + 

P_AAX52213 1321 TGTAATAAAATTGACCATTGTAGGTAATCAGGAGGAAAAAAAAA 

>9 P_AAX37671 Human EGF-like homologue (PR0217) encoded by DNA32292 cDNA . (136 
bp) [1 seg] 
Score = 1364 (2704 bits), Expect = 0.0 

Identities = 1364/1364 (100%), at 1,1-1364,1364, Strand +/+ 

DNA32292 1 GGCCGGAGCAGCACGGCCGCAGGACCTGGAGCTCCGGCTGCGTCTTCCCGCAGCGCTACC 

^^ + *4- + ^ + + + + * + ^ + 4- + ++ + + + + * + + * + + + + + 4- + 4-+*- + 

P_AAX37 67 1 1 GGCCGGAGCAGCACGGCCGCAGGACCTGGAGCTCCGGCTGCGTCTTCCCGCAGCGCTACC 



DNA32292 61 CGCCATGCGCCTGCCGCGCCGGGCCGCGCTGGGGCTCCTGCCGCTTCTGCTGCTGCTGCC 

P_AAX37 671 61 CGCCATGCGCCT.GCCGCGCCGGGCCGCGCTGGGGCTCCTGCCGCTTCTGCTGCTGCTGCC 

DNA32 2 92 121 GCCCGCGCCGGAGGCCGCCAAGAAGCCGACGCCCTGCCACCGGTGCCGGGGGCTGGTGGA 

P_AAX 37671 121 GCCCGCGCCGGAGGCCGCCAAGAAGCCGACGCCCTGCCACCGGTGCCGGGGGCTGGTGGA 

DNA32 292 181 CAAGTTTAACCAGGGGATGGTGGACACCGCAAAGAAGAACTTTGGCGGCGGGAACACGGC 

P_AAX 37671 181 CAAGTTT AACCAGGGGATGGTGGACACCGCAAAG AAGAACTTTGGCGGCGGGAACACGGC 

DNA32292 241 TTGGGAGGAAAAGACGCTGTCCAAGTACGAGTCCAGCGAGATTCGCCTGCTGGAGATCCT 

P_AAX37 671 241 TTGGGAGGAAAAGACGCTGTCCAAGTACGAGTCCAGCGAGATTCGCCTGCTGGAGATCCT 

DNA322 92 301 GGAGGGGCTGTGCGAGAGCAGCGACTTCGAATGCAATCAGATGCTAGAGGCGCAGGAGGA 

P_AAX37 671 301 GGAGGGGCTGTGCGAGAGCAGCGACTTCGAATGCAATCAGATGCTAGAGGCGCAGGAGGA 

DNA3 2292 361 GCACCTGGAGGCCTGGTGGCTGCAGCTGAAGAGCGAAT ATCCTGACTTATTCGAGTGGTT 

P_AAX37 671 361 GCACCTGGAGGCCTGGTGGCTGCAGCTGAAGAGCGAATATCCTGACTTATTCGAGTGGTT 

DNA32292 4 21 TTGTGTGAAGACACTGAAAGTGTGCTGCTCTCCAGGAACCTACGGTCCCGACTGTCTCGC 

P_AAX37671 4 21 TTGTGTGAAGACACTGAAAGTGTGCTGCTCTCCAGGAACCTACGGTCCCGACTGTCTCGC 

DNA32292 4 81 ATGCCAGGGCGGATCCCAGAGGCCCTGCAGCGGGAATGGCCACTGCAGCGGAGATGGGAG 

P_AAX37 67 1 4 81 ATGCCAGGGCGGATCCCAGAGGCCCTGCAGCGGGAATGGCCACTGCAGCGGAGATGGGAG 

DNA32292 541 CAGACAGGGCGACGGGTCCTGCCGGTGCCACATGGGGTACCAGGGCCCGCTGTGCACTGA 

P_AAX37 671 541 CAGACAGGGCGACGGGTCCTGCCGGTGCCACATGGGGTACCAGGGCCCGCTGTGCACTGA 

DNA32292 601 CTGCATGGACGGCTACTTCAGCTCGCTCCGGAACGAGACCCACAGCATCTGCACAGCCTG 

P_AAX37 671 601 CTGCATGGACGGCTACTTCAGCTCGCTCCGGAACGAGACCCACAGCATCTGCACAGCCTG 

DNA32292 661 TGACGAGTCCTGCAAGACGTGCTCGGGCCTGACCAACAGAGACTGCGGCGAGTGTGAAGT 

P_AAX37 671 661 TGACGAGTCCTGCAAGACGTGCTCGGGCCTGACCAACAGAGACTGCGGCGAGTGTGAAGT 

DNA32292 721 GGGCTGGGTGCTGGACGAGGGCGCCTGTGTGGATGTGGACGAGTGTGCGGCCGAGCCGCC 

P__AAX37 671 721 GGGCTGGGTGCTGGACGAGGGCGCCTGTGTGGATGTGGACGAGTGTGCGGCCGAGCCGCC 

DNA32292 781 TCCCTGCAGCGCTGCGCAGTTCTGTAAGAACGCCAACGGCTCCTACACGTGCGAAGAGTG 

?_AAX37671 781 TCCCTGCAGCGCTGCGCAGTTCTGTAAGAACGCCAACGGCTCCTACACGTGCGAAGAGTG 

DNA322 92 84 1 TGACTCCAGCTGTGTGGGCTGCACAGGGGAAGGCCCAGGAAACTGTAAAGAGTGTATCTC 
+ + + + + + * + * + + + + + + + + + + + * + + + + + + + + + + + + + 

P_AAX37 671 841 TGACTCCAGCTGTGTGGGCTGCACAGGGGAAGGCCCAGGAAACTGTAAAGAGTGTATCTC 



DNA32292 901 TGGCTACGCGAGGGAGCACGGACAGTGTGCAGATGTGGACGAGTGCTCACTAGCAGAAAA 

P_AAX37 671 901 TGGCTACGCGAGGGAGCACGGACAGTGTGCAGATGTGGACGAGTGCTCACTAGCAGAAAA 

DNA3 2292 961 AACCTGTGTGAGGAAAAACGAAAACTGCT ACAATACTCCAGGGAGCTACGTCTGTGTGTG 

P_AAX 37671 961 AACCTGTGTGAGG AAAAACGAAAACTGCTACAATACTCCAGGGAGCTACGTCTGTGTGTG 

DNA32 2 92 1021 TCCTGACGGCTTCGAAGAAACGGAAGATGCCTGTGTGCCGCCGGCAGAGGCTGAAGCCAC 

P_AAX37 671 1021 TCCTGACGGCTTCGAAGAAACGGAAGATGCCTGTGTGCCGCCGGCAGAGGCTGAAGCCAC 

DNA32292 1081 AGAAGGAGAAAGCCCGACACAGCTGCCCTCCCGCGAAGACCTGTAATGTGCCGGACTTAC 

P_AAX37 671 1081 AGAAGGAGAAAGCCCGACACAGCTGCCCTCCCGCGAAGACCTGTAATGTGCCGGACTTAC 

DNA32292 1141 CCTTTAAATTATTCAGAAGGATGTCCCGTGGAAAATGTGGCCCTGAGGATGCCGTCTCCT 

P_AAX37 671 1141 CCTTTAAATTATTCAGAAGGATGTCCCGTGGAAAATGTGGCCCTGAGGATGCCGTCTCCT 

DNA322 92 1201 GCAGTGGACAGCGGCGGGGAGAGGCTGCCTGCTCTCTAACGGTTGATTCTCATTTGTCCC 

P_AAX37 671 1201 GCAGTGGACAGCGGCGGGGAGAGGCTGCCTGCTCTCTAACGGTTGATTCTCATTTGTCCC 

DNA32292 12 61 TTAAACAGCTGCATTTCTTGGTTGTTCTTAAACAGACTTGTATATTTTGATACAGTTCTT 

P_AAX37 671 1261 TTAAACAGCTGCATTTCTTGGTTGTTCTTAAACAGACTTGTATATTTTGATACAGTTCTT 

DNA32292 1321 TGTAATAAAATTGACCATTGTAGGTAATCAGGAGGAAAAAAAAA 

P_AAX37 671 1321 TGTAATAAAATTGACCATTGTAGGTAATCAGGAGGAAAAAAAAA 

>10 AX076909 Sequence 21 from Patent WO0105836. (1364 bp) [1 seg] 
Score = 1364 (2704 bits), Expect = 0.0 

Identities = 1364/1364 (100%), at 1,1-1364,1364, Strand +/+ 

DNA32292 1 GGCCGGAGCAGCACGGCCGCAGGACCTGGAGCTCCGGCTGCGTCTTCCCGCAGCGCTACC 

AX07 690 9 1 GGCCGGAGCAGCACGGCCGCAGGACCTGGAGCTCCGGCTGCGTCTTCCCGCAGCGCTACC 

DNA32292 61 CGCCATGCGCCTGCCGCGCCGGGCCGCGCTGGGGCTCCTGCCGCTTCTGCTGCTGCTGCC 
+ + ***** + ** + 4-4-** + + + + + * + ^ 

AX07 6909 61 CGCCATGCGCCTGCCGCGCCGGGCCGCGCTGGGGCTCCTGCCGCTTCTGCTGCTGCTGCC 

DNA32292 121 GCCCGCGCCGGAGGCCGCCAAGAAGCCGACGCCCTGCCACCGGTGCCGGGGGCTGGTGGA 

AX07 6909 121 GCCCGCGCCGGAGGCCGCCAAGAAGCCGACGCCCTGCCACCGGTGCCGGGGGCTGGTGGA 

DNA32 2 92 181 CAAGTTTAACCAGGGGATGGTGGACACCGCAAAGAAGAACTTTGGCGGCGGGAACACGGC 

AX07 6909 181 CAAGTTTAACCAGGGGATGGTGGACACCGCAAAGAAGAACTTTGGCGGCGGGAACACGGC 

DNA32292 241 TTGGGAGGAAAAGACGCTGTCCAAGTACGAGTCCAGCGAGATTCGCCTGCTGGAGATCCT 

4-4-4-4-4- 4- * 4- 4- + 4- 4- 4- + 4- + 4- 4- ^ + + + + + 4-+ + + + + ^ + + + + + + + + + + ^ + + + + + + + + -*- + + + + ^ + -*-+- 

AX076909 24 1 TTGGGAGGAAAAGACGCTGTCCAAGTACGAGTCCAGCGAGATTCGCCTGCTGGAGATCCT 

DNA32292 301 GGAGGGGCTGTGCGAGAGCAGCGACTTCGAATGCAATCAGATGCTAGAGGCGCAGGAGGA 



AX076909 301 GGAGGGGCTGTGCGAGAGCAGCGACTTCGAATGCAATCAGATGCTAGAGGCGCAGGAGGA 

DNA32292 361 GCACCTGGAGGCCTGGTGGCTGCAGCTGAAGAGCGAATATCCTGACTTATTCGAGTGGTT 

AX07 6909 361 GCACCTGGAGGCCTGGTGGCTGCAGCTGAAGAGCGAATATCCTGACTTATTCGAGTGGTT 

DNA32292 4 21 TTGTGTGAAGACACTGAAAGTGTGCTGCTCTCCAGGAACCTACGGTCCCGACTGTCTCGC 

AX076909 421 TTGTGTGAAGACACTGAAAGTGTGCTGCTCTCCAGGAACCTACGGTCCCGACTGTCTCGc' 

DNA32292 481 ATGCCAGGGCGGATCCCAGAGGCCCTGCAGCGGGAATGGCCACTGCAGCGGAGATGGGAG 

AX07 6909 4 8 1 ATGCCAGGGCGGATCCCAGAGGCCCTGCAGCGGGAATGGCCACTGCAGCGGAGATGGGAG 

DNA32292 541 CAGACAGGGCGACGGGTCCTGCCGGTGCCACATGGGGTACCAGGGCCCGCTGTGCACTGA 

AX07 6909 541 CAGACAGGGCGACGGGTCCTGCCGGTGCCACATGGGGTACCAGGGCCCGCTGTGCACTGA 

DNA32292 601 CTGCATGGACGGCTACTTCAGCTCGCTCCGGAACGAGACCCACAGCATCTGCACAGCCTG 
+ ********* + * + + + + + ** + + * + + ** + + + + + . k + ± + + * + * iririr + ± + i , + + + ir + i + icir + ir j [ ^_ k 

AX076909 601 CTGCATGGACGGCTACTTCAGCTCGCTCCGGAACGAGACCCACAGCATCTGCACAGCCTG 

DNA32292 661 TGACGAGTCCTGCAAGACGTGCTCGGGCCTGACCAACAGAGACTGCGGCGAGTGTGAAGT 
** + ******** + *** + *** + * + **** + + + i , + * + + + + + + + + + + + + + + + it + + + + + ir + + + + ir j r 

AX076909 661 TGACGAGTCCTGCAAGACGTGCTCGGGCCTGACCAACAGAGACTGCGGCGAGTGTGAAGT 
DNA32292 721 GGGCTGGGTGCTGGACGAGGGCGCCTGTGTGGATGTGGACGAGTGTGCGGCCGAGCCGCC 
AX076909 721 GGGCTGGGTGCTGGACGAGGGCGCCTGTGTGGATGTGGACGAGTGTGCGGCCGAGCCGCC 

DNA3 2292 781 TCCCTGCAGCGCTGCGCAGTTCTGTAAGAACGCCAACGGCTCCTACACGTGCGAAGAGTG 

*** + ** + *****±** + * + + + * + + + ± + ± + + * + * + .i r i< ii , + + + + + + ir + + + + + + + + itir + iril!iririr 

AX076909 781 TCCCTGCAGCGCTGCGCAGTTCTGTAAGAACGCCAACGGCTCCTACACGTGCGAAGAGTG 

DNA32292 841 TGACTCCAGCTGTGTGGGCTGCACAGGGGAAGGCCCAGGAAACTGTAAAGAGTGTATCTC 

AX076909 841 TGACTCCAGCTGTGTGGGCTGCACAGGGGAAGGCCCAGGAAACTGTAAAGAGTGTATCTC 

DNA32292 901 TGGCTACGCGAGGGAGCACGGACAGTGTGCAGATGTGGACGAGTGCTCACTAGCAGAAAA 
********** + *** + + * + + * + + + ** + * + + * + + + + + + 1 , + i, ir + i. + + + + + + + ir j tiril , irtiriririrt 

AX076909 901 TGGCTACGCGAGGGAGCACGGACAGTGTGCAGATGTGGACGAGTGCTCACTAGCAGAAAA 

DNA32 2 92 961 AACCTGTGTGAGGAAAAACGAAAACTGCTACAATACTCCAGGGAGCTACGTCTGTGTGTG 

AX 076909 961 AACCTGTGTGAGGAAAAACGAAAACTGCTACAATACTCCAGGGAGCTACGTCTGTGTGTG 

DNA32292 1021 TCCTGACGGCTTCGAAGAAACGGAAGATGCCTGTGTGCCGCCGGCAGAGGCTGAAGCCAC 

AX 076909 1021 TCCTGACGGCTTCGAAGAAACGG AAGATGCCTGTGTGCCGCCGGCAGAGGCTG AAGCCAC 

DNA322 92 1081 AGAAGGAGAAAGCCCGACACAGCTGCCCTCCCGCGAAGACCTGTAATGTGCCGGACTTAC 

+ + + * + + + + + + + + + + + + + + + + + + + + + + + + + + + + + + + + + + + + + + + + + + + 

AX076909 1081 AGAAGGAGAAAGCCCGACACAGCTGCCCTCCCGCGAAGACCTGTAATGTGCCGGACTTAC 
DNA32292 1141 CCTTTAAATTATTCAGAAGGATGTCCCGTGGAAAATGTGGCCCTGAGGATGCCGTCTCCT 



AX076909 



1141 



CCTTTAAATTATTCAGAAGGATGTCCCGTGGAAAATGTGGCCCTGAGGATGCCGTCTCCT 



DNA322 92 1201 GCAGTGGACAGCGGCGGGGAGAGGCTGCCTGCTCTCTAACGGTTGATTCTCATTTGTCCC 

AX07 6909 1201 GCAGTGGACAGCGGCGGGGAGAGGCTGCCTGCTCTCTAACGGTTGATTCTCATTTGTCCC 

DNA32292 1261 TTAAACAGCTGCATTTCTTGGTTGTTCTTAAACAGACTTGTATATTTTGATACAGTTCTT 

AX076909 1261 TTAAACAGCTGCATTTCTTGGTTGTTCTTAAACAGACTTGTATATTTTGATACAGTTCTT 

DNA32292 1321 TGTAATAAAATTGACCATTGTAGGTAATCAGGAGGAAAAAAAAA 

AX076909 1321 TGTAATAAAATTGACCATTGTAGGTAATCAGGAGGAAAAAAAAA 

>11 P_AAF29457 Human TANGO 331 cDNA. (1432 bp) [1 seg] 
Score = 1350 (2676 bits), Expect = 0.0 

Identities -.1350/1350 (100%), at 1,50-1350,1399, Strand +/+ 

DNA322 92 1 GGCCGGAGCAGCACGGCCGCAGGACCTGGAGCTCCGGCTGCGTCTTCCCGCAGCGCTACC 

P_AAF294 57 50 GGCCGGAGCAGCACGGCCGCAGGACCTGGAGCTCCGGCTGCGTCTTCCCGCAGCGCTACC 

DNA322 92 61 CGCCATGCGCCTGCCGCGCCGGGCCGCGCTGGGGCTCCTGCCGCTTCTGCTGCTGCTGCC 

P_AAF2 94 57 110 CGCCATGCGCCTGCCGCGCCGGGCCGCGCTGGGGCTCCTGCCGCTTCTGCTGCTGCTGCC 

DNA322 92 121 GCCCGCGCCGGAGGCCGCCAAGAAGCCGACGCCCTGCCACCGGTGCCGGGGGCTGGTGGA 

P_AAF2 94 57 17 0 GCCCGCGCCGGAGGCCGCCAAGAAGCCGACGCCCTGCCACCGGTGCCGGGGGCTGGTGGA 

DNA32292 181 CAAGTTTAACCAGGGGATGGTGGACACCGCAAAGAAGAACTTTGGCGGCGGGAACACGGC 

P_AAF2 94 57 230 C AAGTTT AACCAGGGGATGGTGGACACCGC AAAGAAGAACTTTGGCGGCGGGAACACGGC 

DNA32292 241 TTGGGAGGAAAAGACGCTGTCCAAGTACGAGTCCAGCGAGATTCGCCTGCTGGAGATCCT 

P_AAF294 57 290 TTGGGAGGAAAAGACGCTGTCCAAGTACGAGTCCAGCGAGATTCGCCTGCTGGAGATCCT 

DNA32292 301 GGAGGGGCTGTGCGAGAGCAGCGACTTCGAATGCAATCAGATGCTAGAGGCGCAGGAGGA 

P_AAF294 57 350 GGAGGGGCTGTGCGAGAGCAGCGACTTCGAATGCAATCAGATGCTAGAGGCGCAGGAGGA 

DNA32292 361 GCACCTGGAGGCCTGGTGGCTGCAGCTGAAGAGCGAATATCCTGACTTATTCGAGTGGTT 
+ * + + + * + * + + + + + + + + + + + + + + + + + + + + + + * + + * 

P_AAF294 57 410 GCACCTGGAGGCCTGGTGGCTGCAGCTGAAGAGCGAATATCCTGACTTATTCGAGTGGTT 

DNA322 92 4 21 TTGTGTGAAGACACTGAAAGTGTGCTGCTCTCCAGGAACCTACGGTCCCGACTGTCTCGC 

P_AAF2 94 57 4 7 0 TTGTGTGAAGACACTGAAAGTGTGCTGCTCTCCAGGAACCTACGGTCCCGACTGTCTCGC 

DNA32292 4 81 ATGCCAGGGCGGATCCCAGAGGCCCTGCAGCGGGAATGGCCACTGCAGCGGAGATGGGAG 

+ + + + + + + + + + + + + ^- + + + + + * + + + + + + + + + + + + + + 4- + + + * + + + * + + **+ + * + + + + 

P_AAF2 94 57 530 ATGCCAGGGCGG ATCCCAG AGGCCCTGCAGCGGGAATGGCC ACTGCAGCGGAGATGGGAG 
DNA32292 54 1 CAGACAGGGCGACGGGTCCTGCCGGTGCCACATGGGGTACCAGGGCCCGCTGTGCACTGA 

■*• + + + + * + + + + * + + + + + -*■ + -*- + + + + + + + + + + + + 4- + + + + + *4- + + + 4- + 4- + + + +* + + + + 

P AAF294 57 590 CAGACAGGGCGACGGGTCCTGCCGGTGCCACATGGGGTACCAGGGCCCGCTGTGCACTGA 



DNA32292 601 CTGCATGGACGGCTACTTCAGCTCGCTCCGGAACGAGACCCACAGCATCTGCACAGCCTG 

P_AAF294 57 650 CTGCATGGACGGCTACT.TCAGCTCGCTCCGGAACGAGACCCACAGCATCTGCACAGCCTG 

DNA32292 661 TGACGAGTCCTGCAAGACGTGCTCGGGCCTGACCAACAGAGACTGCGGCGAGTGTGAAGT 

P_AAF2 94 57 710 TGACGAGTCCTGCAAGACGTGCTCGGGCCTGACCAACAGAGACTGCGGCGAGTGTGAAGT 

DNA322 92 721 GGGCTGGGTGCTGGACGAGGGCGCCTGTGTGGATGTGGACGAGTGTGCGGCCGAGCCGCC 

P_AAF2 94 57 7 70 GGGCTGGGTGCTGGACGAGGGCGCCTGTGTGGATGTGGACGAGTGTGCGGCCGAGCCGCC 

DNA32 2 92 7 81 TCCCTGCAGCGCTGCGCAGTTCTGTAAGAACGCCAACGGCTCCTACACGTGCGAAGAGTG 

P_AAF294 57 8 30 TCCCTGCAGCGCTGCGCAGTTCTGTAAGAACGCCAACGGCTCCTACACGTGCGAAGAGTG 

DNA32292 841 TGACTCCAGCTGTGTGGGCTGCACAGGGGAAGGCCCAGGAAACTGTAAAGAGTGTATCTC 

P_AAF294 57 8 90 TGACTCCAGCTGTGTGGGCTGCACAGGGGAAGGCCCAGGAAACTGTAAAGAGTGTATCTC 

DNA32292 901 TGGCTACGCGAGGGAGCACGGACAGTGTGCAGATGTGGACGAGTGCTCACTAGCAGAAAA 

P_AAF2 94 57 950 TGGCTACGCGAGGGAGCACGGACAGTGTGCAGATGTGGACGAGTGCTCACTAGCAGAAAA 

DNA32292 961 AACCTGTGTGAGGAAAAACGAAAACTGCTACAATACTCCAGGGAGCTACGTCTGTGTGTG 

P_AAF294 57 1010 AACCTGTGTGAGGAAAAACGAAAACTGCTACAATACTCCAGGGAGCTACGTCTGTGTGTG 

DNA32292 1021 TCCTGACGGCTTCGAAGAAACGGAAGATGCCTGTGTGCCGCCGGCAGAGGCTGAAGCCAC 

P_AAF294 57 1070 TCCTGACGGCTTCGAAGAAACGGAAGATGCCTGTGTGCCGCCGGCAGAGGCTGAAGCCAC 

DNA32292 1081 AGAAGGAGAAAGCCCGACACAGCTGCCCTCCCGCGAAGACCTGTAATGTGCCGGACTTAC 

P_AAF2 94 57 1130 AGAAGGAGAAAGCCCGACACAGCTGCCCTCCCGCGAAGACCTGTAATGTGCCGGACTTAC 

DNA32292 1141 CCTTTAAATTATTCAGAAGGATGTCCCGTGGAAAATGTGGCCCTGAGGATGCCGTCTCCT 

P_AAF2 9457 1190 CCTTTAAATTATTCAGAAGGATGTCCCGTGGAAAATGTGGCCCTGAGGATGCCGTCTCCT 

DNA32 2 92 1201 GCAGTGGACAGCGGCGGGGAGAGGCTGCCTGCTCTCTAACGGTTGATTCTCATTTGTCCC 

P_AAF294 57 1250 GCAGTGGACAGCGGCGGGGAGAGGCTGCCTGCTCTCTAACGGTTGATTCTCATTTGTCCC 

DNA322 92 12 61 TTAAACAGCTGCATTTCTTGGTTGTTCTTAAACAGACTTGTATATTTTGATACAGTTCTT 

P__AAF2 9457 1310 TTAAACAGCTGCATTTCTTGGTTGTTCTTAAACAGACTTGTATATTTTGATACAGTTCTT 

DNA32292 1321 TGTAATAAAATTGACCATTGTAGGTAATCA 
+ + + + + + + * + * + + + * + + + + + + + + + + + + + + * 

P_AAF29457 1370 TGTAATAAAATTGACCATTGTAGGTAATCA 

>12 P_AAA08503 DNA encoding human apoptosis related protein. (1380 bp) [1 seg] 
Score = 1290 (2557 bits), Expect - 0.0 

Identities = 1358/1369 (99%), Gaps - 10/1369 (0%), at 1,10-1364,1373, Strand 
+ / + 



DNA32 2 92 1 GGCCGGAGCAGCACGGCCGCAGGACCTGGAGCTCCGGCTGCGTCTTCCCGCAGCGCTACC 

P_AAAO 8503 10 GGCCGGAGCAGCACGGCCGCAGGACCTGGAGCTCCGGCTGCGTCTTCCCGCAGCGCTACC 

DNA322 92 61 CGCCATGCGCCTGCCGCGCCGGGCCGCGCTGGGGCTCCTGCCGCTTCTGCTGCTGCTGCC 

P_AAA08503 70 CGCCATGCGCCTGCCGCGCCGGGCCGCGCTGGGGCTCCTGCCGCTTCTGCTGCTGCTGCC 

DNA32292 121 GCCCGCGCCGGAGGCCGCCAAGAAGCCGACGCCCTGCCACCGGTGCCGGGGGCTGGTGGA 

P_AAA08503 130 GCCCGCGCCGGAGGCCGCCAAGAAGCCGACGCCCTGCCACCGGTGCCGGGGGCTGGTGGA 

DNA32292 181 CAAGTTTAACCAGGGGATGGTGGACACCGCAAAGAAGAACTTTGGCGGCGGGAACACGGC 

P_AAA08503 190 CAAGTTTAACCAGGGGATGGTGGACACCGCAAAGAAGAACTTTGGCGGCGGGAACACGGC 

DNA32292 241 TTGGGAGGAAAAGACGCTGTCCAAGTACGAGTCCAGCGAGATTCGCCTGCTGGAGATCCT 

P_AAA08503 250 TTGGGAGGAAAAGACGCTGTCCAAGTACGAGTCCAGCGAGATTCGCCTGCTGGAGATCCT 

DNA322 92 301 GGAGGGGCTGTGCGAGAGCAGCGACTTCGAATGCAATCAGATGCTAGAGGCGCAGGAGGA 

P_AAA08503 310 GGAGGGGCTGTGCGAGAGCAGCGACTTCGAATGCAATCAGATGCTAGAGGCGCAGGAGGA 

DNA32292 361 GCACCTGGAGGCCTGGTGGCTGCAGCTGAAGAGCGAATATCCTGACTTATTCGAGTGGTT 

P_AAA0 8503 370 GCACCTGGAGGCCTGGTGGCTGCAGCTGAAGAGCGAATATCCTGACTTATTCGAGTGGTT 

DNA32292 4 21 TTGTGTGAAGACACTGAAAGTGTGCTGCTCTCCAGGAACCTACGGTCCCGACTGTCTCGC 

P_AAA08503 4 30 TTGTGTGAAGACACTGAAAGTGTGCTGCTCTCCAGGAACCTACGGTCCCGACTGTCTCGC 

DNA322 92 4 81 ATGCCAGGGCGGATCCCAGAGGCCCTGCAGCGGGAATGGCCACTGCAGCGGAGATGGGAG 

P_AAA08503 4 90 ATGCCAGGGCGGATCCCAGAGGCCCTGCAGCGGGAATGGCCACTGCAGCGGAGATGGGAG 

DNA32292 541 CAGACAGGGCGACGGGTCCTGCCGGTGCCACATGGGGTACCAGGGCCCGCTGTGCACTGA 

P_AAA08503 550 CAGACAGGGCGACGGGTCCTGCCGGTGCCACATGGGGTACCAGGGCCCGCTGTGCACTGA 

DNA32292 601 CTGCATGGACGGCTACTTCAGCT-CGCTCCGG-AACGAGACCCACAGCATCTGCACAGCC 

P_AAA08503 610 CTGCATGGACGGCTACTTCAGCTCCGCTCCGGRAACGAGACCCACAGCATCTGCACAGCC 

DNA32292 659 TGTGACGAGTCCTGCAAGACGTGCTC-GGGCCT-GACCAACAGAGAC-TGCGGCGAGTGT 

* + +* + **** + *** + *** + + ** + + * + + ****** ********** + ** * + ** + * + ***+* 

P_AAA08503 67 0 TGTGACGAGTCCTGCAAGACGTGCTCGGGGCCTGGACCAACAGAGACTTGCGGCGAGTGT 

DNA322 92 716 GAAGTGGGCTGGGTGCTGGACGAGGGCGCCTGTGTGGATGTGGACGAGTGTGCGGCCGAG 

4-* + + * + * + * + 4. + ^* + + * + + + ***+* + + 4-*** + + ******* + +*****-i. * + *4-*** + *** 

P_AAA08503 7 30 GAAGTGGGCTGGGTGCTGGACGAGGGCGCCTGTGTGGATGTGGACGAGTGTGCGGCCGA- 

DNA32292 77 6 CCGCCTCCCTGCAGCGCTGCGCAGTTCTGTAAGAACGCCAACGGCTCCTACACGTGCGAA 

* + * -*•*■ + * + +* + * + * ^ + + + ^ + + 4- * + * + + + + + + 4- + | + + + | + + + + + imt + t + + 

P AAA08503 789 CCG--TCCCTGCAGCG-TGC-CAGTTCTGTAAGAACCCCAACGGCTCCTACACGTGCGAA 



DNA3 2292 836 GAGTGTGACTCCAGCTGTGTGGGCTGCACAGGGGAAGGCCC AGGAAACTGTAAAGAGTGT 

P_AAA08503 84 5 GAGTGTGACTCCAGCTGTGTGGGCTGCACAGGGGAAGGCCCAGGAAACTGTAAAGAGTGT 

DNA32292 896 ATCTCTGGCTACGCG AGGG AGCACGGACAGTGTGCAGATGTGGACGAGTGCTCACTAGCA 

P_AAAO 8503 905 ATCTCTGGCTACGCGAGGGAGCACGGACAGTGTGCAGATGTGGACGAGTGCTCACTAGCA 

DNA3 2292 956 GATW^AACCTGTGTGAGGAAAAACGAAAACTGCTACAATACTCCAGGGAGCTACGTCTGT 

P_AAA08503 965 GAAAAAACCTGTGTGAGGAAAAACGAAAACTGCTACAATACTCCAGGGAGCTACGTCTGT 

DNA32292 1016 GTGTGTCCTGACGGCTTCGAAGAAACGGAAGATGCCTGTGTGCCGCCGGCAGAGGCTGAA 

P_AAA08503 1025 GTGTGTCCTGACGGCTTCGAAGAAACGGAAGATGCCTGTGTGCCGCCGGCAGAGGCTGAA 

DNA32292 107 6 GCCACAGAAGGAGAAAGCCCGACACAGCTGCCCTCCCGCGAAGACCTGTAATGTGCCGGA 

P_AAA0 8503 1085 GCCACAGAAGGAGAAAGCCCGACACAGCTGCCCTCCCGCGAAGACCTGTAATGTGCCGGA 

DNA3 2292 1136 CTTACCCTTTA7VATTATTCAGAAGGATGTCCCGTGGAAAATGTGGCCCTGAGGATGCCGT 

P_AAA08 503 114 5 CTTACCCTTTAAATTATTCAGAAGGATGTCCCGTGGAAAATGTGGCCCTGAGGATGCCGT 

DNA322 92 1196 CTCCTGCAGTGGACAGCGGCGGGGAGAGGCTGCCTGCTCTCTAACGGTTGATTCTCATTT 

P_AAA08503 1205 CTCCTGCAGTGGACAGCGGCGGGGAGAGGCTGCCTGCTCTCTAACGGTTGATTCTCATTT 

DNA32292 1256 GTCCCTTAAACAGCTGCATTTCTTGGTTGTTCTTAAACAGACTTGTATATTTTGATACAG 

P_AAA08503 1265 GTCCCTTAAACAGCTGCATTTCTTGGTTGTTCTTAAACAGACTTGTATATTTTGATACAG 

DNA32292 1316 TTCTTTGTAATAAAATTGACCATTGTAGGTAATCAGGAGGAAAAAAAAA 

P_AAA0 8503 1325 TTCTTTGTAAT AAAATTG ACC ATTGTAGGTAATC AGGAGG AAAAAAAAA 

>13 P_AAC76920 Human ORFX ORF2475 polynucleotide sequence SEQ ID NO: 4949. (1259 
bp) [1 seg] 
Score = 1208 (2395 bits), Expect = 0.0 

Identities = 1215/1216 (99%), Gaps - 1/1216 (0%), at 150,32-1364,124 7, Strand 
+ / + 

DNA32292 150 CGCCCTGCCACCGGTGCCGGGGGCTGGTGGACAAGTTTAACCAGGGGATGGTGGACACCG 

P_AAC76920 32 CGCCCTGCCACCGGTGCCGGGGGCTGGTGGACAAGTTTAACCAGGGGATGGTGGACACCG 

DNA32292 210 CAAAGAAGAACTTTGGCGGCGGGAACACGGCTTGGGAGGAAAAGACGCTGTCCAAGTACG 

P_AAC7 6920 92 CAAAGAAGAACTTTGGCGGCGGGAACACGGCTTGGGAGGAAAAGACGCTGTCCAAGTACG 

DNA32292 270 AGTCCAGCGAGATTCGCCTGCTGGAGATCCTGGAGGGGCTGTGCGAGAGCAGCGACTTCG 

P_AAC7 6920 152 AGTCCAGCGAGATTCGCCTGCTGGAGATCCTGGAGGGGCTGTGCGAGAGCAGCGACTTCG 

DNA32292 330 AATGCAATCAGATGCTAGAGGCGCAGGAGGAGCACCTGGAGGCCTGGTGGCTGCAGCTGA 

P_AAC7 6920 212 AATGCAATCAGATGCTAGAGGCGCAGGAGGAGCACCTGGAGGCCTGGTGGCTGCAGCTGA 



DNA32292 390 AGAGCGAATATCCTGACTTATTCGAGTGGTTTTGTGTGAAGACACTGAAAGTGTGCTGCT 
*******************+************+***+****+****+*********+*** 

P_AAC7 6920 27 2 AGAGCGAATATGCTGACTTATTCGAGTGGTTTTGTGTGAAGACACTGAAAGTGTGCTGCT 

DNA32292 4 50 CTCCAGGAACCTACGGTCCCGACTGTCTCGCATGCCAGGGCGGATCCCAGAGGCCCTGCA 
+*******++******+**+**********************++*+*+++*+**+*+*++ 

P_AAC 76920 332 CTCCAGGAACCTACGGTCCCG ACTGTCTCGCATGCCAGGGCGGATCCCAGAGGCCCTGCA 

DNA32 292 510 GCGGGAATGGCCACTGCAGCGGAGATGGGAGCAG ACAGGGCGACGGGTCCTGCCGGTGCC 
******+**+******+*+******************+***++*++************** 

P_AAC7 6920 392 GCGGGAATGGCCACTGCAGCGGAGATGGGAGCAGACAGGGCGACGGGTCCTGCCGGTGCC 

DNA32292 570 ACATGGGGTACCAGGGCCCGCTGTGCACTGACTGCATGGACGGCTACTTCAGCTCGCTCC 
******+*+++**++*+++++*++*+++++*** * * *+*********************** 

P_AAC7 6920 4 52 ACATGGGGTACCAGGGCCCGCTGTGCACTGACTGCATGGACGGCTACTTCAGCTCGCTCC 

DNA32 292 630 GGAACGAGACCCACAGCATCTGCACAGCCTGTGACGAGTCCTGCAAGACGTGCTCGGGCC 
****************************************************++**+*** 

P_AAC7 6920 512 GGAACGAGACCCACAGCATCTGCACAGCCTGTGACGAGTCCTGCAAGACGTGCTCGGGCC 

DNA32292 690 TGACCAACAGAGACTGCGGCGAGTGTGAAGTGGGCTGGGTGCTGGACGAGGGCGCCTGTG 
****************************************++********+++***++** 

P_AAC 76920 572 TGACCAACAGAGACTGCGGCGAGTGTGAAGTGGGCTGGGTGCTGG ACGAGGGCGCCTGTG 

DNA32292 7 50 TGGATGTGGACGAGTGTGCGGCCGAGCCGCCTCCCTGCAGCGCTGCGCAGTTCTGTAAGA 
***+****+*****************++************++******+*******++*+ 

P_AAC7 6920 632 TGGATGTGGACGAGTGTGCGGCCGAGCCGCCTCCCTGCAGCGCTGCGCAGTTCTGTAAGA 

DNA322 92 810 ACGCCAACGGCTCCTACACGTGCGAAGAGTGTGACTCCAGCTGTGTGGGCTGCACAGGGG 
****** + + * + **** + ********* + * + ************ + *** + + ***-*-*** + ******* 

P_AAC7 6920 692 ACGCCAACGGCTCCTACACGTGCGAAGAGTGTGACTCCAGCTGTGTGGGCTGCACAGGGG 

DNA32292 870 AAGGCCCAGGAAACTGTAAAGAGTGTATCTCTGGCTACGCGAGGGAGCACGGACAGTGTG 
*****+*******+**+********++*++**+++*******+**********+****** 

P_AAC7 6920 7 52 AAGGCCCAGGAAACTGTAAAGAGTGTATCTCTGGCTACGCGAGGGAGCACGGACAGTGTG 

DNA32292 930 CAGATGTGGACGAGTGCTCACTAGCAGAAAAAACCTGTGTGAGGAAAAACGAAAACTGCT 
***************** + * + ****** + ****** + ************* + ******* + + + *-*■ 

P_AAC7 6920 812 CAGATGTGGACGAGTGCTCACTAGCAGAAAAAACCTGTGTGAGGAAAAACGAAAACTGCT 

DNA32292 990 ACAATACTCCAGGGAGCTACGTCTGTGTGTGTCCTGACGGCTTCGAAGAA-ACGGAAGAT 
*** + *************** + **** + ******** + ******* + ******** + + + + + + + + 

P_AAC7 6920 872 ACAATACTCCAGGGAGCTACGTCTGTGTGTGTCCTGACGGCTTCGAAGAANACGGAAGAT 

DNA32292 104 9 GCCTGTGTGCCGCCGGCAGAGGCTGAAGCCACAGAAGGAGAAAGCCCGACACAGCTGCCC 

*+++**+++**+*+*+++++++++++*+++++++++**++*+****^++*+*** ++ 

P__AAC7 6920 932 GCCTGTGTGCCGCCGGCAGAGGCTGAAGCCACAGAAGGAGAAAGCCCGACACAGCTGCCC 

DNA32292 1109 TCCCGCGAAGACCTGTAATGTGCCGGACTTACCCTTTAAATTATTCAGAAGGATGTCCCG 

P_AAC7 6920 992 TCCCGCGAAGACCTGTAATGTGCCGGACTTACCCTTTAAATTATTCAGAAGGATGTCCCG 

DNA32292 1169 TGGAAAATGTGGCCCTGAGGATGCCGTCTCCTGCAGTGGACAGCGGCGGGGAGAGGCTGC 

P_AAC7 6920 1052 TGGAAAATGTGGCCCTGAGGATGCCGTCTCCTGCAGTGGACAGCGGCGGGGAGAGGCTGC 



DNA32292 1229 CTGCTCTCTAACGGTTGATTCTCATTTGTCCCTTAAACAGCTGCATTTCTTGGTTGTTCT 

P_AAC7 692 0 1112 CTGCTCTCTAACGGTTGATTCTCATTTGTCCCTTAAACAGCTGCATTTCTTGGTTGTTCT 

DNA32292 1289 TAAACAGACTTGTATATTTTGATACAGTTCTTTGTAATAAAATTGACCATTGTAGGTAAT 

P_AAC7 6920 1172 TAAACAGACTTGTATATTTTGATACAGTTCTTTGTAATAAAATTGACCATTGTAGGTAAT 

DNA322 92 134 9 CAGGAGGAAAAAAAAA 

P_AAC7 6920 1232 CAGGAGGAAAAAAAAA 



